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Oily 

ID 


Hit TD 

XXI I JUL/ 


U UCL1C3 


Tif»cnr*ir»f inn 


c 

score 


X CI Cell L 

identity 








TD NO- 6049 






1620 


AAB94885 


Homo sapiens 


HELI- Human protein sequence SEQ 
TD NO* 1 6106 


1344 


94 


1620 


gil9483920 


Mus musculus 


RIKEN cDNA 2310008M20 gene 


1128 


78 


1620 


A AG01 968 


AXUXXXVJ OdLJlt/llO 


fiPQT "Hiimnn cprrpfpH rvrntpin 

VJJ-/U 1 XXUlllail OCLICICU LJXOIC1I1., oDy 

ID NO: 6049. 


*S^4 


R^ 


1621 

X UZ/ JL 


ml R6766R2 


T~~T rnnn <sn~ni pn c 

.1- XV_JXXX^_J OdLJlV/llO 


FT T0ft940 nrofpin 


776 


4S 


1621 


gil4701866 


Dictyostelium 

ixio c vjiuc hi li 


carmil 


314 


22 


1 691 


cn 1 RR1 7^R 
gl 1 Oo 1 /JO 


^udxlLxldlllOCud 
ffi^tfllsnii 

tflO IV'l.Ldllll 


myosin-! oinaing proieiii Auaiiizj 


jUj 


96 
ZO 


1622 


ABB07410 


Homo sapiens 


CYTO- Human kinesin motor protein, 

XloJ\ipj/i, 


2108 


98 


1 622 


ABR0741 2 




^ X X V_/- /T.1111I1U dOlll oCL[UCXK/C \JL 

Kip3A fragment used in ATPase assay. 


1 706 




1 622 


ARR0741 1 


T-Tmnf> c fiTrf f^n c 

XX"tJlllVJ OdlJlClIo 


PYTD Human T-TcT^in^ A mntnr 
1 1 W xxUllldll XxbJVipjrA. 111UIU1 

domain fragment. 


1 79^ 


OR 

7(3 


1623 


gi2887497 


iHfnmn ^aniPTiQ 

X lulliU OdLJXt/XlO 


R34001 1 


S41 R 


1 on 

1 uu 


1623 


gi6069583 


IVTiiq Tnii<sPn1iiQ 

I'lUj illUOV/UlUo 


TNTC-hinHincrnrntpin TNKRP1 

J 1 >iv UlllLlllig UlULClll JIN XN 1 > X X 




47 


1623 


gi21430146 


Drosophila 

m p 1 a n n o a <3 tpt* 


LD01189p 


1761 


43 


1624 


eil7976802 


1\/Tn<3 mn<2r*n1nQ 


W^T"') rpnpnt Hnmtjin 1 1 nrnfpin 

VV 1/ lCJJCdl UUllldlll 1 1 JJlUlClll 


770 




1624 


AAB73697 


Homo sapiens 


BIOR- Human bromodomain- 

pntiTrainincF Ttmfpin OS 

V^lXllldllXllX££ L/XULC1X1 . 


769 


59 


1624 


gil4286226 


Homo sapiens 


pleckstrin homology domain 

inf , PTPir > 'fiTiO' irmtpin 

XlllCl 1111H L»1UIC<1X1 


769 


59 


1625 


gil 1558488 


Homo sapiens 


B-cell lymphoma/leukaemia 1 IB 


4438 


100 


1625 


AAR99340 


TTnTnn QJit^iprm 
x Xwiiio ad^icxio 


A/TOf^H Human Pitl "h^tc* x\rc\\f*\r\ 
1VX Wv^-Xx xxUllldll XSJLLl DC Id proLCiii 

sequence. 






1 695 


ml ^094147 

gll JU7tl 4 T / 


A/fnc tnncpn lnc 
IVlUo 111U.oCU.1Uo 


/jJJ.lL' illlgCl piUlCxlT IllxvlLl DC la 






1626 


AAU03596 


Homo sapiens 


HOSP- Human 140kDa She associated 
proiem ^o/\jti*+uj. 


5366 


93 


1 626 


cri20^R1 ORR 


XIOIIIU oapiCllo 


oimiiar to uraor repeat associator wilii 
PPTATRF 9 


JjOZ 


yj 


1626 


ei568937S 


IvaUUo 


iuuux icpcctL doS>ucidior wun x^^i^iJtA_Cr 
9 


zl^zlS 


77 


1627 


AAG03904 


Homo sapiens 


GEST Human secreted protein, SEQ 
ID NO* 7985 


469 


100 


1627 


gi2708307 


Homo sapiens 


U4/U6 small nuclear ribonucleoprotein 

11X ljJ_; 


469 


100 


1627 


gi2853287 


Homo sapiens 


U4/U6-associated RNA splicing factor 


469 


100 


1628 


gil 161 1734 


Homo sapiens 


GREBla 


1504 


46 


1 62R 


cn'79646S^ 

£1,1 / Z.UT'OjJ 


ivius mus cuius 


xS-iaauD /j 


1*4 / / 




1628 


gil 161 1736 


Homo sapiens 


GREBlb 


1047 


49 


1 69Q 




riomo sapiens 


Z/ 1 iviu numan zsigo3 protein 
sequence. 


y4o 


1 nn 
1UU 


1629 


AAY94674 


XXlsllXU odJ-ZlCLlo 


7-Y1VTO TTnman ^QicrR^ rnafiirp nrntpin 
x ivxw xxuilldll /jolg,0_) lildlUlC U1UUCX11 

sequence. 


R76 


1 00 

X uu 


1629 


AAB60475 


Homo sapiens 


INCY- Human cell cycle and 
proliferation protein CCYPR-23, SEQ 
ID NO:23. 


196 


43 


1630 


AAM93931 


Homo sapiens 


HELI- Human polypeptide, SEQ ID 
NO: 4104. 


1326 


96 


1630 


AAM93778 


Homo sapiens 


HELI- Human polypeptide, SEQ ID 
NO: 3790. 


1326 


96 
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S 1 
score 


Percent 
identity 


1630 


AAM93429 


Homo sapiens 


HELI- Human polypeptide, SEQ ID 
NO: 3058. 


1326 


96 


1631 




oomo bapicnb j 


HFT T- Human Dolvoeotide, SEQ ID 
NO: 4128. 


2247 


90 


1631 


gil2483904 


Rattus j 

* 9 

norvegicus 


zinc finger protein HIT-39 


2083 


83 


1631 


AAB21006 


Homo sapiens 


INCY- Human nucleic acid-binding 
protein, NuABP-10. 


802 


42 


1632 


A A "D O A A £J1 

AAr>Z44o / 


ixomo sapiens 


1— tt tm A - Human secreted protein 
Qpnnence encoded bv gene 3 1 SEQ ID 
NO-92. 


289 


32 


lOoZ 


A A TVTR'3997 
A/\1V10 JZZ, / 


xxuiiiu oapitiia . 


HUMA- Human 

immune/haematopoietic antigen SEQ 
ID NO: 10820. 


86 


53 




oil90RR699S 

|reflXP_123 
^61 11 


A/In c musculus 


similar to expressed sequence R74613 


273 


30 


1633 


AAW68581 


Homo sapiens j 


INCY- Human COP9 protein. 


956 


90 


1 <n 
loo J 


1 1 RA7 
gll ~> 111 OH / 


XX lr 1111/ OdJJlt<llo | 


COP9 homolog 


956 


90 




rri 1 7^09 RA 
gli /jUZOH 


Hnmn Qfini pti <s < 


COP 9 signalosome subunit 1 CSN1 


956 


90 


1 


/^/^joy^+o / o 


Unmn ^anipns 

XlUillxJ OttLyi^llO 


HELI- Human protein sequence SEQ 
ID NO: 15628. 


1526 


100 


j 10-)^+ 


rri 1 RZLQOQ7'* 


IVTiiq mnQPiiliis 

1VXU.O IHUJvUlUO 


RIKEN cDNA 1300006G11 gene 


799 


86 


1634 


AAU74448 


Homo sapiens 


OULU- Human protein sequence of 
lvsvl hvdroxvlase 1 (LH1). 


136 


30 


1635 


gil 8044855 


Mus musculus 


Similar to junction-mediating and 
regulatory protein 


1425 


82 


1 Oj j 


glOZ) / jl 1J 


A/fnc mncpnliiQ 

J.V1U.O lllUo^U.iU.o 


r>300 transcriptional cofactor JMY 


1422 


82 




rY iQ/iOn99'^ 

gio^-yuzzj) 


IVlllo £>JJ. 


class V POU transcription factor 


126 


27 


1 Co 0 


rri 1 747 
gll /*+ / 


Or^wpf r»1 a o*i 1 c. 
pi in i cuius 


trichohvalin 


141 


21 


1 Oj O 


m^44Q^64 

glj t T t t7JUt 


Homo sapiens 


1 intracellular hyaluronic acid binding 
protein; IHABP 


141 


25 


1 OjO 


A A 91 7406 
aal 


Hnmo sat)iens 


CANG- Human cDNA encoding a 
hyaluronic acid binding protein 
RHAMM. 


140 


25 




mi 6356685 


Homo s aniens 


T-box transcription factor TBX22 


2145 


100 


1637 


gil0834638 


Homo sapiens 


TBXX T-box containing protein 


2145 


100 


| 1 Oj / 


gl^+H- zf \J ¥ \J 


Hnmn sanip/ns 

XXvJlllU OClplviliJ 


dJ795G23. 1 (T-Box family protein) 


891 


100 


1638 


gil23 14237 


Homo sapiens 


bA127L20. 4 (novel protein) 


477 


100 


1 1 ^1 o 

looo 


gl440oOOD 


T31-% r\Y"r\T> 1 O 

vancouverensis 


1 pvtnnlasmic intermediate filament 
protein 


113 


25 


| loio 


glOOoZ J Ly 


lviy lilUa 

cr a 11 o"nm\n n p i n 1 i ^ 

HctlXVJ LJl W V 1111/lCllJ.o 


mvnsin heavv chain 


111 


26 


i i ooy 


rri 1 90n^4R7 
g-1 IZUujtO / 


T-Tpimn tjanipns 

XAC111U OtlU/l^'J.Aij 


I NPD012 


228 


32 


1639 


AAB95811 


1 Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 18804. 


198 


32 


1639 


gil 8447 198 


Drosophila 
melanogaster 


GH09355p 


183 


20 


1640 


AAB72699 


Homo sapiens 


UYWA- Human beta-globin gene 
| repressor BP 1 . 


1285 


100 


1640 


gil9849183 


Homo sapiens 


1 distal-less homeo box 7 


1285 


100 


1640 


gil 1141507 


Homo sapiens 


j beta protein 1 BP1 


1285 


100 


1641 


gi4056437 


Arabidopsis 
thaliana 


Strong similarity to PFAM PF|00069 
Eukaryotic protein kinase domain. 


79 


40 
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TTif TTl 
XXII XX-J 


OJJCI/XC3 


Description 


S 

score 


Percent 
identity 


1641 


gi8778584 


Arabidopsis 

tVi ?i 1 i a Ti a 
ixxcixx&ixxa 


F28C11.17 


79 


40 


1641 


gi4583513 


Chrysomya 

hp7"7iaTia 


peritrophin-48 precursor 


75 


26 


1642 


gil663698 


Homo sapiens 


expressed ubiquitously~product similar 
to D.melanoeaster mam protein. 


316 


30 


1 f\AD 


gJLU_7 / 


TTrvmn sairifiTis 


Maml 


316 


30 


1642 


gill 127697 


Homo sapiens 


S YT/SSX4v fusion protein 


147 


27 


1 1 
104 d 


gll/3U03 / 


Q *a r* r* Ti q t* r\ m \ / o c 
o ctVOxXal UI liy C o 


O JU 1 YJ 


73 


31 


1 040 


oi 1 796Q7 

gl X / Z07 / 


Q ct c p Vi a rn m v c p s 

cerevisiae 


SRK1 


73 


31 


1643 


gil72612 


Saccharomyces 

pprpvisiap 


SSD1 protein 


73 


31 


1644 


gi3298472 


Mus musculus 


zinc finger protein 


2661 


87 


1 &AA 


gl X*+ JZ,7JZ i T 


Rnmn cn ~ni pn *s 

XXUXXXU OClpXt>XXO 


dJ871E2 1 (novel protein (ortholog of 
mouse zinc finger protein Zan75)) 


1605 


100 


1 «AA 


gX J .7 J lulO 


Mi is mil senilis 

XYALIO iilUu w IUUU 


A kinase anchor protein 95 


446 


28 


1645 


gil5284214 


Homo sapiens 


double homeobox protein 


264 


42 


1 04j 


glOH- 1 zuo 


jtluxxxu ociijxC'Xxo 


hnmeobox seauence similar to that 
found in D4Z4 repeat, GenBank 
Accession Number L32607 


259 


43 


104D 


gllHj3U-JO 


xivjxxxij atiijiciio 


fa r i o s c an ulohumeral mu scular 
dvstrophv 


257 


42 


1646 


AAE02058 


Homo sapiens 


HUMA- Human four disulfide core 
domain fFDCDVcontaining protein. 


596 


43 


1646 


AAM79986 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
3632 


587 


38 




A AVT7Q00? 


Hnmn sampns 


HYSE- Human protein SEO ID NO 
1664. 


586 


38 


1 fkAl 


ail 096^709 


XXUXXXvJ oCLL/lV-'l.iiJ 


Similar to LOC147700 


989 


100 


1 fsAl 


gll 1 z/ DZs DOD 


T-Tattio tjairipTis 

XXVJXXXU 


kinesin liffht chain 


799 


100 


1647 


gil0281106 


Rattus 
norvegicus 


kinesin light chain KLCt 


743 


90 


1 &AR 
1 O4o 


A A V^Q7 1 7 


xxUxxiu aajJicxio 


GEST Secreted protein 33-54- 1-B9- 
FL1. 


562 


98 


1648 


gi3288566 


Oryzias latipes 


annexin maxl 


76 


31 


1 f\A9. 
1 O4o 


glO^+Oo / 


IS-ClLLLlo 

norvegicus 


SRdtS binding r>rotein 2 


74 


25 




glZoy / 1 


XX.UXIXVJ octUXt/XlJ) 


autoantieen NOR-90 


741 


43 


1 0 


A A A/f 1 CO 


JXUII1U oapiCIla 


A/TOT P,- Human bone marrow 
expressed probe encoded protein SEQ 
ID NO- 29488 


713 


97 


1649 


AAM56802 


Homo sapiens 


MOLE- Human brain expressed single 
ftxon nrobe encoded protein SEO ID 
NO* 28907 


713 


97 


1650 


AAB43919 


Homo sapiens 


HUMA- Human cancer associated 
protein sequence SEQ ID NO: 1364. 


99 


36 


1650 


gi2 14042 


Xenopus laevis 


alpha- 1 type II collagen 


88 


30 


1650 


gi2 1105299 


Mytilus 

galloprovincialis 


precollagen-NG 


85 


29 


1651 


AAM93382 


Homo sapiens 


HELI- Human polypeptide, SEQ ID 
NO: 2963. 


1762 


100 


1651 


gi488555 


Homo sapiens 


zinc finger protein ZNF135 


400 


40 


1651 


AAM68363 


Homo sapiens 


MOLE- Human bone marrow 


387 


38 



wo 
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S 

score 


Percent 
identity 








expressed probe encoded protein SEQ 
ID NO: 28669. 






1652 


AAB95733 


Homo saniens 


HELI- Human protein sequence SEQ 
ID NO:18617. 


3217 


100 


1652 


AAB95128 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO:17131. 


3217 


100 


1652 


AAM79739 

X X.X XX T J. / ^ / w> S 


Homo saniens 


HYSE- Human protein SEQ ID NO 
3385. 


2361 


50 


1653 


ei4092859 


Homo saniens 


p53 regulated PA26-T2 nuclear protein 


940 


55 


1653 


ei4092863 


Homo s aniens 


non-p53 regulated PA26-T1 nuclear 
protein 


938 


56 


1653 


eil3161393 


Xenonus laevis 


nuclear factor XPA26-T2 


905 


53 


1654 


AAM39432 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 2577. 


3458 


100 


1654 


eil5215576 


lVTus musculus 


BMP-2 inducible kinase 


2580 


76 


1654 


AAM41218 


Homo s aniens 


HYSE- Human polypeptide SEQ ID 
NO 6149. 


2396 


99 


1655 


oil 1493485 


Homo sapiens 


PR02574 


384 


100 


1655 


AAW73401 


Homo sapiens 


HUMA- Human secreted protein 
encoded by Gene No. 5. 


71 


36 


1655 


AAO10782 


Homo sapiens 

X. X. X»«* XX X^^ X -k-* 


HYSE- Human polypeptide SEQ ID 
NO 24674. 


66 


37 


1656 


gil3359303 


Homo sapiens 


MAGE-Ela 


2593 


99 


1656 


gil4588553 


Homo sapiens 


MAGE El a 


2593 


99 


1656 


eil7974508 


Homo sapiens 

X. X. V-/ X X IV kJ V4 fcwP X VI X k_J 


MAGED4 protein 


2589 


99 


1657 


gil 1493552 


Homo sapiens 


PRO 1933 


661 


100 


X VJ-J o 


AAM891 82 


Homo ^aniens 


HUMA- Human 

^ X. X v X_X X X WX X 

immune/haematopoietic antigen SEQ 
ID NO: 16775. 


1972 


98 


1658 


ABB04152 


Homo sapiens 


GENP- Immune response modulating 
protein TGAP7-beta. 


908 


43 


1658 


ABB04151 


Homo sapiens 


GENP- Immune response modulating 
protein TGAP7-alpha. 


908 


43 


1659 


gi577221 


Saccharomyces 
eerevisiae 


Imhlp 


89 


24 


1659 


2i21070617 


Dictvostelium 
discoideum 


HYPOTHETICAL 144.9 KDA 
PROTEIN 


84 


26 


1659 


ABB89609 


Homo sapiens 

X. X. V-/ X X IV Lj M k^/ X V>X X kJ 


HUTvlA- Human polypeptide SEQ ID 
NO 1985. 


81 


29 


1660 


2i2058326 

gl^i V/ w' \J x_-< w 


Homo s aniens 

X X V» X X Xvy UMIu/lVllU 


subunit of RNA polymerase II 
transcription factor TFIID 


5311 


97 


1660 

a. vy v 


AAU82954 


Homo sapiens 


ANAD- Human homologue of MPT1 
protein target for antifungal compound. 


4810 


89 


1660 


gil732073 


Homo sapiens 


TBP-associated factor 


4736 


99 


1661 


gi903599 


Homo sapiens 


Krueppel-type zinc finger protein 


2690 


97 


1661 


gi487783 


Homo sapiens 


zinc finger protein ZNF133 


1503 


49 


1661 


gilll37511 


Homo sapiens 


dJ568F9.1 (zinc finger protein 133 
(clone pHZ-13)) 


1503 


49 


1662 


gil3507379 


Homo sapiens 


BBS2 


3715 


100 


1662 


gil5559555 


Homo sapiens 


Bardet-Biedl syndrome 2 


3710 


99 


1662 


AAB93128 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO:12015. 


3684 


99 


1663 


AAY73489 


Homo sapiens 


GEMY Human secreted protein clone 
yk84 1 protein sequence SEQ ID 
NO:200. 


162 


55 
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1663 



1663 



1664 



1664 



1664 



1665 



1665 



1665 



1666 



1666 



1666 



1667 



1667 



1667 



1668 



1668 



1668 



Hit ID 



Species 



AAM93661 Homo sapiens 



gi6690638 | Bos taurus 



AAY45305 j Homo sapiens 



gi|20903963 | Mus mus cuius 
|ref]XP„139 
423.11 



1669 



1669 



1669 



1670 



1670 



1670 



1671 



1671 



1671 



gi| 18087604 I Arabidopsis 
|gb|AAL589 | thaliana 
32.1|AF462 
845 1 



gi7248794 Mus musculus 



gi7248791 1 Mus musculus 



gi453172 I Mus musculus 



AAM79487 Homo sapiens 



ABB 11940 Homo sapiens 



AAM40565 Homo sapiens 



AAM79487 Homo sapiens 



ABB 1 1940 j Homo sapiens 



AAM40565 Homo sapiens 



ABB44589 ; Homo sapiens 



AAW 13005 Homo sapiens 



1672 



1672 



gi894159 | Homo sapiens 



gil752736 



Saccharomyces 
cerevisiae 



AT3g58560/F14P22_150 



65 



homeobox protein 



Sax-1 



1115 



HYSE- Human protein SEQ ID NO 
3133. 



HYSE- Human secreted protein 
homologue, SEQ ID NO:2310. 



HYSE- Human polypeptide SEQ ID 
NO 5496. 



HYSE- Human protein SEQ ID NO 
3133. 



HYSE- Human secreted protein 
homologue, SEQ ID NO:2310. 



HYSE- Human polypeptide SEQ ID 
NO 5496. 



SWIT- Human wound healing related 
polypeptide SEQ ID NO 46. 



727 



INCY- Human homologue of rat PRL- 727 
1 (HPRL). 

protein-tyrosine phosphatase I 727 



AAM39441 I Homo sapiens 



gi2292986 



Rattus 
norvegicus 



gil7390151 ! Homo sapiens 



AAB93089 Homo sapiens 



AAB95132 j Homo sapiens 



AAB94103 I Homo sapiens 



gil 1643582 Homo sapiens 



gi8575782 Homo sapiens 



AAM42499 j Homo sapiens 



AAM99684 | Homo sapiens 



gene required for phosphoylation of 
oligosaccharides/ has high homology 
with YJR06 1 w 



180 



HYSE- Human polypeptide SEQ ID 
NO 2586. 



173 



cyclic nucleotide-gated channel beta 
subunit 



168 



F)p«rrintion 


S 

score 


Percent 
identity 


HELI- Human polypeptide, SEQ ID 
NO: 3536. 


79 


53 


N-type calcium channel alpha IB 
subunit 


76 


42 


HUMA- Human secreted protein 
fragment encoded from gene 6. 


235 


100 


similar to prune protein 


66 


48 



34 



1115 73 



1115 i 73 



73 



4868 99 



4868 99 



4080 99 



4868 ! 99 



4868 99 



4080 I 99 



83 



83 



83 



40 



29 



36 



Similar to RIKEN cDNA 24 10088E07 | 1538 
gene 



96 



HELI- Human protein sequence SEQ 
IDNO:11933. 



508 



47 



HELI- Human protein sequence SEQ 
ID NO: 17 140. 



174 



43 



HELI- Human protein sequence SEQ 
ID NO: 14326. 



3166 100 



PR-domain containing protein 14 

PR-domain zinc finger protein 6 I 444 

isoform A; PR-domain family protein 3 
isoform A; PRDM6A; PFM3A 



3166 100 



28 



HUMA- Human kidney related 
polypeptide SEQ ID NO 368 



516 



98 



HUMA- Human excretory related 



516 



98 
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WO 1 
ID 


Hit ID 

AJL.lt. M-M*M 


Species 1 


Description I 


S 

score 


Percent 
identity 








polypeptide SEQ ID NO 42 1 . 






1 671 


ABB04729 


Homo sapiens 


SHAN- Human PP350 1 protein SEQ 
ID NO: 14. 


775 


100 


1 671 I 


m 14129727 


Secale cereale 


high molecular weight glutenin subunit 1 

y 


80 


25 


1673 


gi6684164 


Triticum 
aestivum 

WA. W U LA T V* A A* A. 1 


glutenin, high molecular weight 
subunit type y precursor 


77 


27 


1674 


gi6572186 


Homo sapiens | 


dJ127B20.3 (novel PHD finger protein) 1 


1506 


100 


lO /H- 




Homo saniens 


HELI- Human protein sequence SEQ 
IDNO:15225. 


753 


38 


1 674 


cn20135652 


Homo sapiens 


BRAF3 5/HD AC2 complex 80 kDa 
protein J. 


753 


38 


1675 


gi21435965 


Mus mus cuius 


L- threonine 3 -dehydrogenase 


547 


57 


1 67S 


oil 9526267 


Takifugu 

rubripes | 


threonine dehydrogenase 


321 


48 


1 67S 


mi 61 83 1 38 

til 1 U 1 O J 1 JO 


Drosoohila 
melanogaster 


GH18546p 


294 


42 


1 676 ! 


fn338088 


Homo sapiens 


SIL 


73 


31 


1676 


gil3991571 


Homo sapiens ] 


SIL protein 1 


73 


31 


1 676 \ 


mil 8597271 

|reflXP_090 
831 11 


Homo sapiens 


similar to bB 12804. 1 . 1 (novel protein) 


337 


86 


1677 


AAB94389 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 14949. 


2816 


100 


1677 


AAB93905 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 13864. 


2810 


99 


1677 


AAG73977 


Homo sapiens 


HUM A- Human colon cancer antigen 
protein SEQ ID NO:4741. 


490 


100 


1 67R 


ail 59 1 5485 


Homo sapiens 


Similar to RIKEN cDNA 2610002K22 
gene 


1495 


99 


1 678 


ABB89668 


Homo sapiens 


HUMA- Human polypeptide SEQ ID 

A A. A 

NO 2044. 


710 


77 


1678 


gill762184 


Arabidopsis 
thaliana 


AT3g07750 


500 


38 


1679 


AAB95488 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 18023. 


793 


100 


1679 


gil408182 


Homo sapiens 


1 LGN protein 


88 


32 


1679 


gil 8204662 


Mus musculus 


1 Similar to LGN protein 


88 


32 


1680 


gil 8 147099 


Homo sapiens 


! zinc finger protein N27C7 


2487 


100 


1680 


gi488555 


Homo sapiens 


1 zinc finger protein ZNF135 


1245 


57 


1680 


gil5012179 


Homo sapiens 


| zinc finger protein 1 6 (KOX 9) 


1184 


59 


1681 


gi2 1064943 


Homo sapiens 


FYVE-RING finger protein SAKURA 


1064 


97 


1681 


gil 6904 134 


Homo sapiens 


1 fring 


1064 


97 


1 DO 1 


! a i?0106147 


TTnmo ^aniens 


1 Similar to fring 

| hm-+ AAA A_A A V* A V 


1048 


98 


1 6R9 
lOoZ 


A AM? 5840 


Hnmn <?ar>iens 


, HYSE- Human protein sequence SEQ 
IDNO:1355. 


270 


89 


1683 


AAU84289 


Homo sapiens 


BGHM Human endometrial cancer 
related protein, KRT8. 


865 


59 


1683 


gil673575 


org=human] 
human 
cytokeratin 8 
[Homo sapiens 




865 


59 


1683 


gi400416 


Homo sapiens 


Keratin 8 


865 


59 


1684 


gil 1494213 


Homo sapiens 


Mix. 1 homeobox-like protein 


1221 


100 


1684 


| gil2698336 


Homo sapiens 


homeodomain protein MIX 


1 1221 


100 
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oil/ 

ID 


Hit TT> 

All I A-L* 


Snecies 


Description 


S 

score 


Percent 
identity 






Mns mnsculus 


Mix-like homeobox protein 


779 


69 


1685 


gil8034078 


Homo sapiens 


SPRY domain-containing SOCS box 
protein SSB-4 


1442 


100 


1685 


gil 8034072 


Homo sapiens 


SPRY domain-containing SOCS box 
protein SSB-1 


1117 


74 


1685 


gil 8034092 


Mus musculus 


SPRY domain-containing SOCS box 
protein SSB-1 


1110 


74 


1686 


AAB36607 


Homo sapiens 


INCY- Human FLEXHT-29 protein 
sequence SEQ ID NO:29. 


1244 


100 


1 6K6 


A ATJ28346 


Homo saoiens 

J_ XV/i.AlV/ KJ fc-*- Ik/ AVAIL! 


HYSE- Novel human secretory protein, 
Seq ID No 703. 


1244 


100 


1 6R6 


A ATT?81 58 


Homo saoiens 


HYSE- Novel human secretory protein, 
Seq ID No 327. 


1244 


100 


1 6R7 


A AR^6607 


Homo sanifins 


INCY- Human FLEXHT-29 protein 
sequence SEQ ID NO:29. 


1459 


100 


1 687 

1 DO / 


A ATT7R346 


Hooio saoiens 


HYSE- Novel human secretory protein, 
Seq ID No 703. 


1459 


100 


1 6R7 

1 DO / 




Homo saoiens 


GPP34-related protein 


1459 


100 


1688 


gil 4804 


Bacteriophage 
ohi-80 


cl gene (AA 1 -236) 


1236 


100 


1688 


gi476017 


Pectobacterium 

rnrntnvnniTn 


pectin lyase regulation DNA-binding 
orotein 

A AAA 


694 


58 


1688 


gi5725181 


Pseudomonas 


PRF4 


427 


40 


1689 


gi4704279 


Schizosaccharom 
vces oombe 


set domain protein; transcriptional 
silencing 


561 


45 


1689 


gil8376303 


Neurospora 
crassa 


related to regulatory protein SET1 


543 


46 


1689 


gi529135 


Saccharomyces 
cerevisiae 


Setlp 


519 


37 


1 690 


AAU 12290 


Homo saoiens 


GETH Human PRO6093 polypeptide 
sequence. 


750 


100 


1690 


AAG68333 


Homo sapiens 


LEXI- Human lipocalin homologue 
NHP protein SEQ ID NO:26. 

r ■ 


743 


98 


1690 


AAG68329 


Homo sapiens 


LEXI- Human lipocalin homologue 
NHP protein SEQ ID NO: 18. 


743 


98 


1 601 


A AG67194 


Homo saoiens 


SUGE- Amino acid sequence of human 
protein kinase SGK269. 


4367 


98 


1691 


gil 8676662 


Homo sapiens 


FLJ00230 protein 


1751 


97 


1 691 


• 


Saccharomvces 
cerevisiae 


mal5, stal, len: 1367, CAI: 0.3, 

AMYH YEAST P08 640 

GLUCO AMYLASE SI (EC 3.2.1.3) 


207 


21 


1692 


gi5679450 


Homo sapiens 


dJ153G14.3 (novel C2H2 type Zinc 
Finger protein) 


1825 


100 


1 60? 


AAG6611 1 

[ AAV 1 \J W _/ A A 


Homo saoiens 


BIOD- Human zinc finger protein 46. 


1034 


58 


1 607 




lVfns musculus 


multifinger protein mKr2 


1015 


57 


1693 


AAM48334 


Homo sapiens 


UYNA- Human specific protein kinase 
NYD-SP15. 


845 


100 


1693 


gil3311007 


Homo sapiens 


protein kinase NYD-SP15 


845 


100 


1693 


gil2666210 


Homo sapiens 


bA103J18.2 (novel protein) 


717 


100 


1694 


AAM58279 


Homo sapiens 


MOLE- Human brain expressed single 
exon probe encoded protein SEQ ID 
NO: 30384. 


506 


100 


1694 


gi786117 


Ensis minor 


nuclear protein 


238 


34 


1694 


gi5821153 


Homo sapiens 


RNA binding protein 


236 


29 
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Table 2B 



SEQ 
ID 


Hit ID 


Species 


Description 


S 1 
score | 


Percent 1 
identity 


169:) 


AAUUOjU 1 




HYSE- Human polypeptide SEQ ID 
NO 22193. 


2088 


100 


169D 


gll /U/Oj / O 


A/fnc mn5Pii1n<5 


muscle-derived protein MDP77 variant 
2 


1362 


68 

68 "I 




gll /UZOo /H 


lV/fnc miiCPlililQ 


muscle-derived protein MDP77 variant ! 

1 


1362 




| 1696 


a a r^nQ^no 
AAUUojUz 


noniu bapiciio 


HYSE- Human polypeptide SEQ ID 1 
NO 22194. 


513 


100 


1696 


■ 'ill A Q1 


JTJ.OII1U oapiCllj 


ribosomal orotein LI 8 I 


309 


69 


1696 


gi206724 


Rattus 
norvegicus 


ribosomal protein L 1 8 | 


291 


67 

45 1 


1697 


glZ 1U040 1 J 


VJ l \J b U p Illld 

melanogaster 


RE60835D 


523 




1697 


AAG01784 


Homo sapiens 


GEST Human secreted protein, SEQ 
ID NO* 5865. 1 


471 


100 


1697 


AAM41425 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 6356. 


398 


97 1 


1698 


gil3559U33 


riomo sapiens 


h A 1 1 M20 3 1 (novel protein similar to | 
Pleurodeles waltlii RAP55 protein, 

i<3n"f*nTm 1^ 

101,11111111 J. J 


1985 


100 


1698 


gil3559032 


Homo sapiens 


bAl 1M20.3.2 (novel protein similar to 1 
Pleurodeles waltlii RAP55 protein, 
isoform 2) 


1259 


90 


1698 


A A "D ^ /I 1 7A 

AAdj41 /U 


riomo bapienb 


HT JMA- Human pancreatic cancer 
antiaen protein sequence SEQ ID 
NO:622. 


1225 


98 


1699 


AAU1zjo4 


X1UIIUJ bajJiC/iib 


HYSE- Human polypeptide SEQ ID 
NO 26476. 


677 


99 


1 1 nc\c\ 

| 1699 


glzzD3z9 / 


1V1 OI1U U.C ipilJ. o 


kinesin liomolos 

IVlllv' Jlli A IV A A A 


565 


80 


1699 


gil572665 


Dictyostelium 

Uld v.. KJ Hill 


kinesin-like protein K6 


452 


46 


1700 


gil3016757 


Homo sapiens 


dJ553F4.3 (novel zinc-finger protein) 


1278 


99 


1 1 nc\r\ 
| 1 /UU 




XT-UI11U oapitllo 


HELI- Human protein sequence SEQ 
ID NO: 17237. 


1265 


98 


I 1 inn 
1 /UU 




J. J. W 1 1 1\J OdJJlv^il»J 


HYSE- Human polypeptide SEQ ID 
NO 23410. 


932 


100 


1 7f\ 1 
\ 1 / U 1 




Wnmn <?aniftns 

XXUlllvJ Otl|JAV/AJ.«3 


CHIR Human BBSR Gene X protein. 


1178 


92 


1701 


AAB94528 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO- 15257. 


1178 


92 


1701 


AAM41708 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 6639 


1178 


92 


1702 


gi2995589 


Leishmania 
• 

nidj ui 


L2759.5 


105 


25 


1702 


AAR87539 


Homo sapiens 


UYWA- Polycystic kidney disease 1 

nnlvnervHrle ( nolvCVStUl) . 


98 


24 


1702 


AAR87538 


Homo sapiens 


UYWA- Polycystic kidney disease 1 
protein (polycystin) fragment. 


98 


24 


1703 


AAB30845 


Homo sapiens 


LEXI- Amino acid sequence of human 
signal transduction protein SGT5-17. 


1288 


99 


1703 


AAB30844 


Homo sapiens 


LEXI- Amino acid sequence of human 
signal transduction protein SGT5-15. 


1288 


99 


1703 


AAB30835 


Homo sapiens 


LEXI- Amino acid sequence of human 
signal transduction protein SGT5-8. 


1288 


99 


1704 


1 gi200964 


Mus musculus 


serine 2 ultra high sulfur protein 


1 281 


48 
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SEQ 

X.XJ 


Hit ID 


Species 


Description 


S 

score 


Percent 
identity 


1 704 




Mus musculus 


serine 1 ultra high sulfur protein 1 


278 


40 


1704 


AAM39466 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 2611, 


267 


39 


i 70^ 


ai'44.1 (\ \ 81 
^irx'-r X \J X O X 


A/fn<; mil sculus 


ES18 1 


2258 


88 


1 *70^ 




TTnmo ^aniens 


ES18 


1106 


98 


1705 


AAB38555 


Homo sapiens 


HUMA- Human secreted protein 1 
sequence encoded by gene 34 SEQ ID 
NO:92. 


721 


90 


1706 


gil88882 


Homo sapiens j 


mucin ! 


2151 


75 


i /yjo 




SliTPTitonnnciis ! 

pneumoniae 
TIGR4 


cell wall surface anchor family protein 


1255 


24 


1 70£ 
1 / UD 


ail 73R4.?Sn" 


Hnmo saniens i 


mucin 5 1 


1189 


31 


1707 


AAW59357 


Homo sapiens | 


UYNY- Human retinal degeneration 1 
B 1 polypeptide (hrdgB 1 ). 1 


5070 


99 


1707 


gi 12667440 


Homo sapiens ! 


NIR1 


5070 


99 


1 1 1C\H 
1 l\J I i 


rr^771 ^SO 


IV/Tiiq mnsrulus 


M-RdgB2 retinal degeneration protein 1 
B subtype 2 i 


2779 


56 


1 70R 

I 1 / KJo 


ail 4.39RR81 


Cvicetulus 
griseus 1 


RNA polymerase II largest subunit j 


601 


40 


1 70S ! 




TVTus musculus 

XVlLiU V V*xtiO [ 


RNA polymerase II ! 


601 


40 


1708 


gi387055 


Cricetulus 

OTl'QPllQ 


RNA polymerase II largest subunit 1 


601 


40 


1709 


AAU 15995 


Homo sapiens 


HUMA- Human novel secreted protein, 
Sea ID 948. 


1617 


90 


1709 


gi26 18752 


Takifugu 

mhri'nes 


zinc finger protein 


1307 


67 


1709 


AAU 16432 


Homo sapiens 


HUMA- Human novel secreted protein, 
Seq ID 1385. 


819 


100 


1 1 *7 1 n 


A ATT1 SOO^ 

/\/\U 1 J77J 


TTomo sarriens 


HUMA- Human novel secreted protein, 
Seq ID 948. 


1816 


100 


1 71 n 


glZrU X O / ^< 


Taloifueu 

A UJVllUgU 

rubripes 


1 zinc finger protein 


1495 


75 


1 / 1W 


A ATT1 6439 


TTnmo s aniens 


HUMA- Human novel secreted protein, 
Seq ID 1385. 


819 

1 


100 


1711 


AAB53356 


Homo sapiens 


HUMA- Human colon cancer antigen 
protein sequence SEO ID NO: 896. 


2987 


95 


1711 


gil5530243 


Homo sapiens 


Similar to villin 2 (ezrin) 


2987 


95 


1 1711 
1 / 1 i 


A A V? 7443 


TTnmo ^aniens 


CNRS Amino acid sequence of human 
ezrin polypeptide. 


2984 


95 


1712 


AAB53356 


Homo sapiens 


HUMA- Human colon cancer antigen 
protein sequence SEQ ID NO:896. 


2764 


90 


1 171? 


cri i S 530243 


Homo s aniens 


1 Similar to villin 2 (ezrin) 


2764 


90 


1 71 7 


A AY27443 


Homo s aniens 

A. lUlllV OULFXW11U 


CNRS Amino acid sequence of human 
! ezrin polypeptide. 


2761 


90 


r~i 71 ^ 




Homo saniens 


HUMA- Human colon cancer antigen 
protein sequence SEQ ID NO: 89 6. 


2959 


93 


1713 


gil5530243 


Homo sapiens 


Similar to villin 2 (ezrin) 


2959 


93 


1713 


AAY27443 


Homo sapiens 


CNRS Amino acid sequence of human 
! ezrin polypeptide. 


2956 


93 


1714 


gi9963808 


Homo sapiens 


1 sentrin/SUMO-specific protease 


1253 


100 


1714 


gi 165 5 0940 


Homo sapiens 


| SUMO-1 specific protease 2 


1174 


99 


1714 


ABB04392 


Homo sapiens 


BODE- Human protein phosphatase 
24.53 SEQ ID NO 2. 


1169 


99 


1 1715 


AAG66311 


Homo sapiens 


1 BIOD- Human zinc finger protein 46. 


1 1266 


62 
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ID 


wit m 

111 L xU 


Snecies 


Description 

zinc finger protein ZNF135 


S I 
score ! 

1258 


Percent 
identity 

60 


1 1 7 1 *\ 

1715 


Si5441615 


Homo saniens 1 
Canis familiaris 


g r ■ — ■ 

zinc finger protein 


1253 


59 


I 




Hnmn ^aniens 


INCY- Human extracellular matrix and 
cell adhesion molecule-6 (XMAD-6). 


1878 


100 


1716 


AAG93286 


Homo sapiens j 


NISC- Human protein HP 10648. 


1878 


100 


171^ i 


cti 1 7Q45507 


Drosonhila 
melanosaster 


RE23450p 


258 


44 


1717 


AAM93699 


Homo sapiens 


HELI- Human polypeptide, SEQ ID 
NO: 3620. 


2021 


100 


1717 


gil 5929609 


Homo sapiens 1 


Similar to RIKEN cDNA 2410081M15 
gene 


2021 


100 


1717 i 
j 1/1/ 1 


oil 71 60889 


Mus musculus 1 


RIKEN cDNA 2410081M15 gene 


1671 


81 


1718 


AAB07704 


Homo sapiens 


INMR Protein encoded by the 
endogenetic fragment of HERV-W. 


323 


42 


1718 


gi8272464 


Homo sapiens 


gag L 


~323 [ 


~42 


1 71 C 

I 


A AT^0770^ 


Homo s aniens i 


INMR Protein encoded by the 
endogenetic fragment of HERV-W. 


307 


39 


I 1710 

i / 1 y 


ail 5QQ04Q8 

gl 1 J7-/wt70 


Homo sat)iens i 


Similar to RIKEN cDNA 23 1 0028H24 
gene 


1035 


100 


1719 


gi72093 1 1 


Homo sapiens 


FLJ00005 protein 


510 


100 


1 1 7 1 Q 

I ' 


ApRI 71 1 5 


Homo s aniens , 


HUMA- Human nervous system 
related polypeptide SEO ID NO 5972. 


201 


89 


I 1790 


A AR93829 


Homo saniens 


HELI- Human protein sequence SEQ 1 
ID NO: 13646. 


849 


100 


1720 


AAB47278 


Homo sapiens 1 


MYRI-PN7771. 


262 ! 


41 


1 790 


ail ^51 8076 


Homo s aniens 


ninein centrosomal protein isoform B 


262 


41 


1721 


gil8146756 


Homo sapiens 


limkain beta 2 


1681 


100 


1721 


AAY86509 


Homo sapiens 


HUMA- Human gene 70-encoded 
nrotein fragment, SEQ ID NO:424. 


696 


100 


1721 


AAY86510 


Homo sapiens 


HUMA- Human gene 70-encoded 
protein fragment, SEQ ID NO:425. 


436 


100 


1722 


gil4039857 


Homo sapiens 


testes development-related NYD-SP22 


275 


92 


1722 


gil9528401 


Drosophila 
m pi a n o master 


RE10196p 


73 


37 


1 799 


ail9 1^69074 
IrpfTMP 1 1 5 
* 985 2l 


Homo s aniens 


1 testes development-related NYD-SP22 


711 


100 


! 1 79^ 


i AAY21623 


Homo sapiens 


REGC Ligand binding domain of 
nuclear receptor hGR. 


2027 


100 


! 1 79^ 


AAP80919 


Homo sapiens 


! SALK Sequence of the primary protein 
sequence of human 
glucocorticoidreceptor (hGR). 


2027 


100 


\ 1 79^ 


ei31682 


Homo sapiens 


i beta-glucocorticoid receptor 


2027 


100 


i 1 794 


! cri 16505737 


Homo saniens 


NSE1 protein 


1570 


99 


! 1 794 


! ei20070972 


i Homo sapiens 


similar to NSE1 protein 


1569 


99 


1724 


gil3529542 


Mus musculus 


RIKEN cDNA 4731402F03 gene 


1525 


96 


1725 


gil83780 


Homo sapiens 


apurinic/apyrimidinic endonuclease 


1573 


94 


1725 


gi254069 


Homo sapiens 


Ref-1 


1573 


1 94 


1725 


gi32022 


Homo sapiens 


AP endonuclease 1 


1573 


94 


1726 


AAG75675 


Homo sapiens 


HUMA- Human colon cancer antigen 
protein SEO ID NO:6439. 


142 


39 


1726 


Ril3661166 


J Mus musculus 


bHLH factor Hes7 


91 


30 


1726 


gi5821140 


Homo sapiens 


ASY 


90 


31 


1727 


AAG03366 


Homo sapiens 


GEST Human secreted protein, SEQ 
ID NO: 7447. 


355 


97 



WO 03/029271 



PCT/US02/30474 



309 
Table 2B 



SEQ 
ID 

1727 
1727 
1728 



Hit ID 



gi4098861 



gil419546 



AAB70692 



Species 



Homo sapiens 



Gallus gallus 



Description 



transcription factor 



tenascin Y variant 



Homo sapiens 



1728 gi!2583669 
1728 gil9684064 



1729 



gil 1345048 



1729 



gil 1320940 



1729 



1731 



AAB95179 



Homo sapiens 



Homo sapiens 



Homo sapiens 



AAE 10812 Homo sapiens 



1731 



1731 



1732 



1732 



gi31707 



Homo sapiens 



CHUS Human DEC2a protein 
sequence SEQ ID NO:2. 



bHLH protein DEC2 



basic helix-loop-helix domain 
containing, class B, 3 



SCAND2 



HELI- Human protein sequence SEQ 
IDNO:17243. 



gi!8031951 Homo sapiens agmatinase 



AAE 108 13 Homo sapiens 



g i31799 Homo sapiens glutamate dehydrogenase 



1732 



gil 83060 Homo sapiens 



1733 



1733 



1733 



1734 



1734 



1734 



1735 



1735 



1735 



1736 



1736 



1736 



1737 



1737 



1737 



gil3905148 " Mus musculus RIKEN cDNA 5430417M23 gene 



AAM955 16 Homo sapiens 



gi439146 



gi!3936547 Homo sapiens formin-b hiding protein 17 



gi20 196204 



gi21323260 



Homo sapiens GDH 



Saccharomyces 
cerevisiae 



Rattus 
norvegicus 



AAB94690 Homo sapiens 



AAY83093 Homo sapiens UYNY F-box protein FBP-25 . 



FARB Human agmatinase. 



FARB Human vector-trimmed 
agmatinase. 



glutamate dehydrogenase precursor 
(EC 1.4.1.3.) 



HUMA- Human reproductive system 
related antigen SEQ ID NO: 4174. 



B-type cyclin 



rapostlin 



HELI- Human protein sequence SEQ 
ID NO: 15657. 



gi6 164743 Homo sapiens F-box protein Fbx2Q 



AAY83072 | Homo sapiens | UYNY F-box motif of FBP-25. 
gi21450559 



Caenorhabditis 
elegans 



gi9826 



gi!4530677 



gi!8656356 



1738 



1738 



1738 



1739 



1739 



1739 



1740 



1740 



1740 



gi2623871 



gil 4530677 



gi!8656356 



gi2623871 



ABB05686 



AAG93283 



gil5559443 



AAB94660 



gi2769562 



AAM40229 



Corynebacterium 
glutamicum 
ATCC 13032 



C. elegans PQN-34 protein 
(corresponding sequence F35B3.5) 



Plasmodium 
falciparum 



Homo sapiens WNT14 



Mus musculus Wntl4 



Translation elongation and release 
factors (GTPases) 



11-1 polypeptide 



Gallus gallus 
Homo sapiens 



Mus musculus 



Gallus gallus 



Homo sapiens 



Homo sapiens 



Homo sapiens 



Homo sapiens 



Homo sapiens 



Homo sapiens 



Wnt- 14 protein 
WNT14 



Wntl4 



Wnt- 14 protein 



GEHU- Human amygdala derived 
protein clone amy2 2al3. 



NISC- Human protein HP 10626. 



S 

score 



89 



83 



2509 



2509 



2505 



1607 



Percent 
identity 



32 



39 



100 



100 



99 



99 



708 



100 



1833 99 



1833 99 



1830 99 



1453 



1453 



98 



1453 98 



1396 



98 



S3 



740 



91 



90 



32 



3194 II 100 



2985 93 



2983 \ 95 



1002 100 



1002 100 



261 



100 



131 



28 



78 



27 



74 



24 



1610 98 



1593 97 
1400 85 
1804 1 97 



1779 95 



1543 | 82 



2046 88 



321 



64 



Similar to RIKEN cDNA 2810417J12 
gene 



321 



64 



HELI- Human protein sequence SEQ 
ID NO: 15579. 



886 



98 



ZYG homologue 



655 



27 



HYSE- Human polypeptide SEQ ID I 653 | 30 
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Table 2B 






SEQ 1 
ID 


Hit ID 


Species 


Description 


S 

score 


Percent 1 
identity ! 








NO 3374. 






1741 


gi2984386 


Aquifex aeolicus 


piocessmg protease 


73 


24 1 


1741 


gi|21298588 
|gb|EAA107 
33.1| 


Anopheles 
gambiae str. 
PEST 


ebiP4413 


605 


59 


1741 


gi|18396588 
|ref]NP_5 66 
209.1| 


Arabidopsis 
thaliana 


expressea proiem 


385 


43 


1742 


AAM41554 


. 

Homo sapiens 


xl i oJtl- numdii puiypcpuuc oi^y 

iNU O^oZ). u 


999 


53 


1742 


AAG00335 


: 

Homo sapiens 


OHO 1 JT1U-Illa.il oCLiClCU piv/iVAXAj uuy 


863 


99 1 


1742 


gil 8606006 


Mus museums 


QimiW tn RTKFN cDNA 9430059D04 
gene 


798 


56 


1743 


AAB08622 


Homo sapiens | 


MILL- Amino acid sequence of a 
Vmman F)RT1 1 1 r>olvoet)tide. 

llLlilla.il iylvi i x J. pwx_y ^j^^j lj.vj.v-' . 


1470 


99 


1743 


gil4043850 


Homo sapiens | 


Similar to splicing factor (45kD) 


1470 


99 \ 


1743 


gi3746840 


Homo sapiens j 


A^WTiq crklinirio fartnr* SPF 45 
^rJKJL'd. bpilL-lllft IctL/LiJl, ojt J. T-' 


1460 


98 \ 


1744 


gil7l05197 


Homo sapiens | 


kelch-like protein KLHL6 


3200 


99 


1744 


gil402095l 


Homo sapiens 


FLJ00029 protein 


1293 


99 


1744 


gil8204l03 


Mus museums | 


KiJviilN CJJ1NA Hyj\)^zyriz.H gene 


1131 


46 


1745 


AAM85059 


Homo sapiens 


HUMA- Human 

immune/haematopoietic antigen SEQ 

11J 1NU.1ZOJZ. 


^98 


100 1 


1745 


AAG02849 


Homo sapiens 


GEST Human secreted protein, SEQ 
ID NO: 6930. 


301 


98 


1745 


AAM74469 


Homo sapiens 


IVL^jjLr!/- xiuman Done iiiciiiu w 
expresbcti piuue cii^-vjucv-i jjAwut/nx vj.l»v^ 
TD TsJO- ^4775 


207 


100 


1746 


AAE 18209 


rlomo sapiens 


r^TTR A - TTi.Tr.an MOL2 nrotein 


1013 


"46^ 


1746 


AAG67510 


Homo sapiens 


SMIK Amino acid sequence of a 
numdii beoieLcci pujLjpc]jLiu.t;. 


1013 


46 


1746 


AAM66605 


Homo sapiens 


MOLE- Human bone marrow 
expressed probe encoded protein SEQ 

I LU \>i\J. 1 1 . 


1013 


46 


1747 


gil0944334 


Homo sapiens 


riu-L^iaspm 


6812 


99 


1747 


* 1 f\C\ A A O 1 £7 

| gil0944336 


Xenopus laevis 


I ^/laspm 


2576 


46 


1141 


gil3559049 


Homo sapiens 


I KAi^^n? 1 9 /'nnvpl "nrnteirA 
j DAt'JJJJ/.I.^ ^iiuvci piuiciii^ 


2355 


100 


1748 


AAM00966 


Homo sapiens 


HYSE- Human bone marrow protein, 
SEQ ID NO: 442. 


144 


52 


1748 


gi|17545798 
|ref]NP__519 
200.1| 


Ralstoma 
solanacearum 


DEHYDRATASE PROTEIN 


/CO 

oo 


1A i 
Z4 ] 


1749 


gil2328443 


Homo sapiens 


PAPA-1 


1810 


99 


1749 


gil2328441 


Mus museums 


i DADA 1 

| rArA- 1 


1693 


93 


1749 


gil 80444 15 


Mus museums 


| IvlivrtIN CJJJNA zDluuuyiz^ gene 


1693 


93 1 


1 7Sfi 

J. / JU 




Thprmoanaeroba 

cter 

tengcongensis 


| Threonine aldolase 


247 


37 












1750 


gil 1762214 


Arabidopsis 
thaliana 


AT3g04520 


239 


42 


1750 


gi4982322 


Thermotoga 
maritima 


| L-allo-threonine aldolase 


234 


40 


1751 


gil854550 


Mus musculus 


| red-1 


607 


96 


1751 


gil3435627 


Mus musculus 


| Similar to nucleoredoxin 


607 


96 
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SEQ 
ID 


TTJi. TT* I 

Hit ID 




Description 


S 1 
score 


Percent 
identity 


1 HZ 1 

1 /5 1 


gl4UDODOo | 


ZjCa Illayis 


PDI-like protein 


121 


30 


1752 


gi 104404 18 


Homo sapiens 


FLJ00044 protein 


2020 


66 


1752 


a a t> no m 1 


raomo sapiens 


HFT J- Human orotein sequence SEQ 
ID NO: 13927. 


1083 


66 


1752 


a a iv /r o c ^7n"7 ! 

AAMb5/U/ 


riomo sapiens 


HT IMA- Human 

immune/haematopoietic antigen SEQ 
ID NO* 13300. 


441 


73 


1753 


AAM39300 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 2445. 


224 


30 


1753 


AAIV1 /yZzo | 


noinu bapiciio 


HYSE- Human protein SEQ ID NO 
1890. 


224 


30 


1753 


AAM41086 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 6017. 


223 


30 


1 1 1 C A 

1 /54 


AAiU/oO/ | 


XlLIIllU oaJJlCiia 


HUMA- Human secreted protein 
fraement encoded from gene 16. 


872 


90 


1754 


AAW71684 


Homo sapiens 


INCY- Amino acid sequence of the 
human tumourigenesis associated 
protein. 


872 


90 


1754 


gi5531811 


Homo sapiens 


BUP 


872 


90 


1755 


AAS16923_ 

aai ! 


Homo sapiens 


UYNA- Human testis protein kinase 
cDNA 


1884 


99 


1755 


AAU11260 


Homo sapiens 


UYNA- Human testis protein kinase. 


1884 


99 


I 1755 


giio/yyioo 


xiomo sapiens 


irmtpin kinase Nimu-Rl 


1884 


99 


1756 


AAM75106 


Homo sapiens 


MOLE- Human bone marrow 
expressed probe encoded protein SEQ 
TD NO- 35412 


241 


100 


1756 


AAM62303 


Homo sapiens 


MOLE- Human brain expressed single 
exon probe encoded protein SEQ ID 
MO- 34408 


241 1 


100 


1756 


gi7021367 


Drosophila 

**vi ol q f \ era c tpi" 

meianugctb ici 


cll.l 


121 


19 


1 "7 C7 

175 / 


A A \AH < 1 OA 

A AM /-> 1U0 




MOLE- Human bone marrow 
expressed orobe encoded protein SEQ 
ID NO: 35412. 


241 


100 


1 7^7 


A/T.1V1U/.JWJ 


Homo s aniens 


MOLE- Human brain expressed single 
exon probe encoded protein SEQ ID 
NO: 34408. 


241 


100 


I 1 7^7 


ai7091 ^67 


DrosotYhila 
i melanogaster 


cll.l 


108 


19 


1758 


gil4547148 


I Homo sapiens 


EGLN2 protein 


2183 


100 


175o 




| riOIIlU bclJJlCxxa 


estr op en-induced ta2 6 


2176 


99 


1758 


gil 8 182546 


Mus musculus 


EGLN2 


1926 


87 


! 1759 


gllo50000o 


I riomo sapiens 


rtar*n<2iTiiTin / 


817 


99 


1759 


AAM75993 


Homo sapiens 


MOLE- Human bone marrow 
pynrpQ«iPfl nrobe encoded protein SEO 
ID NO: 36299. 


812 


99 


1759 


AAM69137 


1 Homo sapiens 


MOLE- Human bone marrow 
expressed probe encoded protein SEQ 
ID NO: 29443. 


812 


99 


1760 


AAB74314 


Homo sapiens 


UYFU- Human splicing factor 2 
protein. 


722 


100 


1760 


AAM41646 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 6577. 


722 


100 


1760 


AAB92868 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO:11452. 


616 


99 
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TT'l TTV 

Hit ID 


bpecies 


Tip^rrintion 


S 

score 


Percent 
identity 


1761 | 


gil231409D 


rlomo sapiens 


HT41 9T7 1 f similar to radial spokehead i 
protein) 


2575 


99 


I 1761 [ 


gil334540/ 


jvlus muscuius i 


radial <5r>r>kpriead-L nrotein 


1824 


52 


1761 


gi2905895 


Strongylocentrot 
us purpuraius < 


radial spokehead 


1692 


61 


! 1762 


A A TV ficiriG £L 

AAM/yUDo 


rlomo sapiens 


HVSJF- Human nrotein SEO ID NO ! 
1718 


972 


52 


| 1762 


gizjzy / 


.A.enopus ldevio i 


FR1 ! 


968 


44 


1762 


AAY15835 


Homo sapiens 1 


PATE/ A human erl protein. 1 


963 


52 \ 


1763 


AAB95581 


Homo sapiens 


HELI- Human protein sequence SEQ 1 

TF> NO'1 £941 i 


2949 


99 


1763 


AAU 17430 


Homo sapiens 


"PTT TTV/f A _ XFnvpl Qicrnal transduction 

pathway protein, Seq ID 995. 1 


298 


46 


I 1763 


gi3 184264 


rlomo sapiens | 




169 


45 


1764 


AAY59288 


Homo sapiens 1 


ORDE- Human MUC1 1 polypeptide. 


4817 


99 


| 1764 | 


gi591 1171 


rlomo sapiens j 


mucin i x i 


4817 


99 


1764 


gil4973269 


Streptococcus | 

pneumoniae 

TIGR4 


cell wall surface anchor family protein 1 


841 


24 


1765 


gil2038915 


Homo sapiens i 


HT10091VTR ^ ^nnvel nrotein^ 1 


1204 


100 


1765 


gil 1602976 


Homo sapiens i 


dJl 178H5.4.1 (Novel protein (isoform 
l ) ) 


938 


100 


1765 


gil3559286 


Homo sapiens 


dJl 178H5.4.3 (novel protein (isoform 

3)) 


901 


99 


1766 


AAM79884 


Homo sapiens 


HYSE- Human protein SEQ ID NO 


8899 


92 


1766 


AAM79883 


Homo sapiens 


HYSE- Human protein SEQ ID NO 


8899 


92 


1766 


AAM78899 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
1 

, ijOl. 


8408 


92 


1767 


AAB94757 


Homo sapiens 


HELI- Human protein sequence SEQ 
m xrrv 1 ssi 7 

xU xSKJ. 1 JOl / . 


489 


51 


1767 


AAM40651 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 

K\r\ ^89 


489 


51 


1767 


J AAM38865 


Homo sapiens 


NO 2010. 


489 


51 


I 1768 


gil8447198 


Drosopliila 
meianogasier 




115 


27 


1768 


| gi21428632 


urosopnna 

a in f\ pro ctpt* 

meidnogab ici 


T P071 1 ftn 


112 


25 


1768 


gil4915682 


Streptococcus 
pyogciico 


fibronectin-binding protein Fba 


111 


27 


1769 


gil5 147877 


Mus muscuius 


Spred-2 


1170 


92 


1769 


AAU 17415 


rlomo sapiens 


TTTTlvrA- Novel sienal transduction 
pathway protein, Seq ID 980. 


1029 


98 


1769 


1 • 1 c 1 /no7f 

| gil5147o/j 


jvlus muscuius 




504 


46 


1 1770 


] gil8252391 


Xenopus laevis 


noelin-1 


358 


32 


1770 


gil8252389 


Xenopus laevis 


noelin-2 


358 


32 


1770 


AAU81220 


Homo sapiens 


CORI- Human lung cancer protein, Seq 
ID No 39. 


355 


33 


1771 


gi9930614 


Homo sapiens 


steroid receptor RNA activator isoform 
3 


1241 


100 


1771 


gi9930610 


Homo sapiens 


steroid receptor RNA activator isoform 
1 


1221 


99 


| 1771 


I gi9930612 


Homo sapiens 


steroid receptor RNA activator isoform 


I 1215 


98 
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SEQ 

ID 


Hit ID T 


Species 


Description 


S 

score 


Percent 
identity 








2 






1 / // 


rr^ 1 Ginzi 1 1 

glloZU^flU-D 


IVJLUo IllUbUUIUo i 


RIKEN cDNA 4930429H24 gene 


541 


30 


1772 


gi2282582 


Mus musculus ! 


actin-binding protein 


457 


28 


\ 1 1 1 


~. : 1 '7 1 n*: 1 Q7 I 

gn / 1 uj iy / j 


rio mo sapiens 


VplrVi-likp nrnteiri K1LHL6 

iVC/l^-ll Alive jjxwvv^iii ivjjaiuu 


457 


26 




a a T T1 &1C\ 1 i 


xiomo bapicllb 


tjtt JMA- Human novel secreted protein, 
SeqID 1154. 


279 


100 


1773 


A A T T 1 1 A I 

AAUlooJ.4 


rionio sapiens 


HTTMA- Human novel secreted protein, 
Seq ID 1567. 


273 


98 


1 / /3 


gi2oUjyz4 


ijiciyosieiiuin 
discoideum j 


ViictiHinp ViTifiP.p \, 
lllo tlv_llJ.lt/ rviiiciov-/ 


71 


36 


1774 


glloolZJO j 


JDaClllUS SUDllllS 


PR OR ART F DNA 
TOPOISOMERASE III 


85 


25 


1774 


gl2o3z/zo j 


UaClllUS SuDllxlS II 


T^TsJA tnnnicinmftrasR 1 1 1 


85 


25 


1774 


gi7882853 


Leishmania | 

* \ 

major j 


511.3 


85 


25 


1775 


gil71351Uz 


JNOStOC Sp. .ri-A_/ j 

7120 


1p>nr»inp-rir'Ti_rPT^Pflt T>rntPlTl 

ICU.UIIIC-IIC'JIA "ICIJCCIL |J1 \_» LU'lll 


251 


30 


1775 


gi 163070/2 


rlomo sapiens \ 


Similar tn RTKFN cDNA 2010005E21 
gene 


251 


33 


1775 


AAB26846 


Homo sapiens 


NAKA/ Human MASL1 protein 

CPdllPTlPP 

bCLJUCllOC 


245 


33 


1776 


gl334yzol 


ijiciyosieiium 
uisluiu.cu.iii 


-J t» f"p»vrj nil tT 
1111C1 dJJ Llll 


162 


25 


1 77£ 
1 / /O 


gi^oy^fyyu 


IVJLUo IllUoCUlUa 


alnha-actinin 3 


146 


22 


1 77£ 
1 / /O 


giouy oz i y 


F\rn c /^T^ 1 1 CI 

JJI UoUpillla 
m p 1 a n n O" fi ^ t p r 

lllV^lClllvJ &,t40 V\^±- 


Trio 

1 1 1U 


145 


20 


1 777 
1 / / / 


cn 1 7R0Q76 

gi i / o\jy / o 


i. lUllldll 

pndop'ftTiniis 
retrovirus K 


nrotease 


889 


58 


1777 


gi9558703 


Homo sapiens 


protease 


883 


59 


1 777 

, l / / / 




Hnmn saniens 


Gae-Pro-Pol protein 


839 


59 


1778 


gil 5990408 


Homo sapiens 


homeo box B9 


1334 


100 


* 1 77Q 
] 1 / / o 




Wnmn Qarvipn 0 . 

j ±1.\J11S\J OCl|JlV'110 


HOXB9 


1334 


100 


1778 


gi440955 


Mus sp. 


Drosopliila Abdominal-B homolog 


1285 


96 


1 1 77Q 

I i / /y 


A ATTORN'* 


| iXUilliJ adUl^iXo 


CURA- Human NO V7 protein. 


1654 


99 


1 1 77Q 

1 i / / y 


gizuouy.jy'r 


| IT.U111U oapiCJLlo 


i CTCL tumor antieen se57-l 


1654 


99 


1779 


AAU08662 


Homo sapiens 


CURA- Human NO V6 protein. 


1649 


99 


1780 


AA014212 


Homo sapiens 


INCY- Human transporter and ion 
nViannpl TRTCH-29 

| UJllCllJ-LlCl 1 1VIV>11 a.7i 


917 


100 


I 1780 


AAli04oy / 


rlomo sapiens 


1 TNJf^V- TTiiTYiati trnTwnrYrtPX and ion 
x J.XU.111CI11 uaxiouui ivi ciiim iv^xx 

rhannel-1 0 rTRICH-10") nrotein 


693 


76 


1780 


AAM40059 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 

IN JiUt. 


693 


76 


1781 


gi3139158 


1 Homo sapiens 


1 LINE-1 like protein 


318 


100 


1781 


AAB64y43 


rlomo sapiens 


' T?OQTh/ T-Tiiman QpprptpH nrntpin 

j XvVyOJZf/ JTLtllllclll ljCUICLCU ^jivjuuiii 

sequence encoded by gene 7 SEQ ID 
N0121 


154 


46 


1781 


gi558908 


! Mus musculus 


reverse transcriptase 


154 


47 


1782 


gi6841266 


Homo sapiens 


HSPC308 


206 


58 


1782 


AAM39632 


1 Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 2777. 


205 


50 


1782 


AAO04405 


| Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 18297. 


202 


58 


1783 


AAG01500 


1 Homo sapiens 


GEST Human secreted protein, SEQ 
1 ID NO: 5581. 


515 


99 
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S 

score 
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identity 


1783 


gi9799628 


Drosophila 
meianogaster 


Nut2 


405 


60 


1783 


gi2l392250 


Urosopniia 
meianogaster 




405 


60 


1784 


AAM71Q79 


riomo sapiens 


A/TOT F- Human bone marrow 

J_V.lV | - 1 i JL X, IXXXXCIXX 1— V/liv XAAUXXV " 

pvr>re«;«;ed nrobe encoded protein SEQ 
ID NO: 31385. 


84 


42 


1784 


AAM58578 


Homo sapiens 


MOLE- Human brain expressed single 
pvon nrobe encoded protein SEO ID 
NO: 30683. 


"84 


"42 


1784 


gl4UoU4y 


IViailQUCa bCALa 


rViitinase nrecursor 


79 


36 


1785 


^ 1 n^ono 1 A. 1 


riaiODdcici iuih 


Vnffl407c 


83 


48 ~1 


1785 


gi2635307 


Bacillus subtilis 


ysmA 


71 


27 


1 1 ^7 0 < I 

1 /oj 


,-rill AO 1 1 C\£J1 I 

gi|zuyj.iuo/ 
|reflXP_130 

AAA 1 1 


TV/fnc mncpnliiQ 
IVlUo 1x1UoOU1U.o 


RIKEN cDNA 0610012H03 


273 


64 


1 /oO 


gl 1 jJj700Z 


Hnmn ■sirniens 

XXUXXIU Dtxxyxvxxo 


golgi-associated microtubule-b hiding 
protein HOOK3 


2320 


100 


1 / oO j 


glD /UO*t^fO 


T-TomO ca-r\ip"nc 
XJLUliiW OCXfJXV/llO 


dJ782L23.1 (HOOK1) 


1421 


61 


1786 


gi3005085 


Homo sapiens 


hookl protein 


1421 


61 


\ 1787 


AAA /TA^ Q A <C 


riomo sapiens 


HFT T- Human nolvoeptide, SEO ID 
NO- 3925. 


1379 


99 


1787 


AAO06616 


Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 20508. 


852 


98 


I 1787 


• o -i 1 O0 1 1 

gio 1 lozo 1 


riomo sdpiciib 


R17 


836 


100 


1788 


ABB50189 


Homo sapiens 


INCY- Human transcription factor 
TRFX-40. 


1470 


100 


I 1788 


* 1 '~fC\ A C 1 A 1 

gil79451Ul 


urosopniia 
meianogaster 


PF0R1 74a 

JCVX-rV/O 1 / 


230 


34 


1788 


gi9965418 


1 Mus musculus 


iroquois-class homeobox protein IRX2 


206 


45 


1789 


AAM68691 


Homo sapiens 


X/fOT i man Vinnp maTTOW 

IV \\ J \ ,1 j- xxU-lIxdlX UvJlxw xxxctxx\jvv 

pvrvrpQQpd ataHp encoded protein SEO 
ID NO: 28997. 


743 


94 


1789 


I A A A JZTOAnC 

AAM68U95 


rlomo sapiens 


1V/TOT F- TTnman bone marrow 

| VI » ■* 1 '1 ' XXUXXXCIXX l/Ullv muiiu yi 

expressed probe encoded protein SEQ 
ID NO' 28401. 


743 


94 


1789 


AAM56316 


1 Homo sapiens 


MOLE- Human brain expressed single 
exon probe encoded protein SEQ ID 
NO: 28421. 


743 


94 


I 1 ^7QA 

I i /yu 


I gii /oyuy / d 


1 A/lno mil cpn In c 
J IVlUa XIlUoC'U-iu.o 


RIKEN cDNA 4930449E07 gene 


859 


85 


1790 


gi!6755788 


Drosophila 
1 meianogabicr 


protein phosphatase regulatory subunit 
ciViort isoform 


340 


41 


1 /90 


giioDiyu^y 


i^rosopniia 
i meianogao ici 


nr Ate in phosphatase 1 regulatory 

•snhnnit 

OLtU LXX XX l> 


340 


41 


r 1791 


AAM93401 


| Homo sapiens 


HELL Human polypeptide, SEQ ID 
NO: 3002. 


3580 


98 


[1791 


AAU15960 


1 Homo sapiens 


HUMA- Human novel secreted protein, 
Seq ID 913. 


558 


92 


1 1791 


AAU 16404 


1 Homo sapiens 


HUMA- Human novel secreted protein, 
Seq ID 1357. 


524 


91 


[ 1792 


gill63177 


1 Homo sapiens 


inducible poly(A)-binding protein 


1444 


75 


1792 


gi2801403 


Homo sapiens 


polyadenylate binding protein 


1444 


75 


1792 


gil9526272 


Takifugu 
j rubripes 


polyA-binding protein 


1443 


75 
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S 
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1793 


gil3276231 


Homo sapiens 


FYVE and coiled-coil domain 
containing 1 


1881 


99 


1793 


sil8250726 


Mus musculus 


FYVE and coiled-coil domain 
containing 1 


1670 


87 


1793 


gil8676678 


Homo sapiens 


FLJ0023 8 protein 


982 


100 


1 794 


p-il 5384740 


Homo sapiens 

XXV/X11V w*< 1^ 


paralernmin-2 


1237 


99 


1 794 


&i 15384742 


Homo s aniens 


Palrn2-AKAP2 fusion protein 


1166 


100 


1794 


gi4456148 


Gallus gallus 


paralemmin 


364 


37 






Hnmn saniens 


MOLE- Human bone marrow 
expressed probe encoded protein SEQ 
ID NO: 29890. 


1382 


98 




A AM57181 


Homo saniens 


MOLE- Human brain expressed single 
exon probe encoded protein SEQ ID 
NO: 29286. 


1382 


98 


1795 


gi600118 


Zea mays 


extensin-like protein 


234 


26 


1796 


gil9911907 


Hepatitis C virus 
tvne lb 


polyprotein 


72 


36 


1796 


gil4150633 


Hepatitis C virus 


NS3 protease 


72 


36 




ARR89981 


Homo saniens 


HUMA- Human polypeptide SEQ ID 
NO 2357. 


70 


32 


1 707 


A AR94534 


Homo saniens 


HELL Human protein sequence SEQ 
ID NO: 15270. 


1978 


100 


1 7Q7 
i / y i 


A AM94023 


Homo saniens 


HELL Human stomach cancer 
expressed polypeptide SEQ ID NO 
116. 


1978 


100 


1797 


AAM92201 


Homo saniens 


HUMA- Human digestive system 
antigen SEQ ID NO: 1550. 


1760 


100 


1798 


eil8447158 

£*x x w r ■ / a. w 


Drosonhila 
melanogaster 


AT31457p 


461 


36 


1798 


AAM40345 

ill XX tx rv/fc/ 


Homo saniens 


HYSE- Human polypeptide SEQ ID 

X «/ X X 

NO 3490, 


430 


45 


1798 


ei6 166507 


Mus musculus 


RP42 


418 


43 


1799 


gil3278936 


Homo sapiens 


Similar to RIKEN cDNA 543043 2M24 
sene 


1527 


100 


1799 


gil2734105 


Homo sapiens 


bA371L19.3 (novel protein) 


1527 


100 


1 799 

L 1 Zs Zs 


ail 80441 14 


Mus musculus 


RIICEN cDNA 9030611019 gene 


256 


37 


1 800 


A AF1381 1 


Homo saniens 


CORI- Human lung tumour-specific 
protein SAL- 104. 


2405 


100 


1800 


AAB43833 


Homo sapiens 


HUMA- Human cancer associated 
protein sequence SEQ ID NO: 1278. 


860 


100 


1800 


AAB95292 


Homo sapiens 


HELL Human protein sequence SEQ 
ID NO:17515. 


307 


23 


1 801 


A AB95536 


Homo saniens 


HELL Human protein sequence SEQ 
ID NO:18138. 


2116 


99 


1801 


gi6409345 


Homo sapiens 


zinc finger protein ZNF180 


953 


41 


1 801 


cri8050899 


Homo saniens 


ZNF180 


952 


41 


1802 


ABB50181 


Homo sapiens 


INC Y- Human transcription factor 
TRFX-32. 


1050 


100 


1802 


AAB58802 


Homo sapiens 


HUMA- Breast and ovarian cancer 
associated antigen protein sequence 
SEQ ID 510. 


1050 


100 


1802 


gi532313 


Homo sapiens 


NF45 protein 


1050 


100 


1803 


gil0644754 


Caenorhabditis 
elegans 


GATA-type transcription factor 


83 


33 


1803 


gi3880139 


Caenorhabditis 


Similarity to Yeast nitrogen regulatory 


83 


33 
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ID 
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S 1 
score 
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identity 






elegans 


protein GLN3 (PIR Acc. No. S22280), 
rnntainq <?imilaritv to Pfam domain: 
PF00320 (GAT A zinc Finger), 
Score-20.9, E-value=0.0044, N=l 






1 om 
1803 




VV L)L/tiUIlLAv>iv 

hepatitis B virus 


nolvmerase 


78 


40 


1804 


gil6076870 


Drosophila 

m <=* 1 o ti r\ or v\ c \(*T 
IlieialliJgao LCI 


LD37206p 


521 


48 


1804 


gi203 34740 


Arabidopsis 
inaiidiia 


AT4g20350/F9F13_6 


179 


36 


1804 


AAG93258 


Homo sapiens 


NISC- Human protein HP10582. 


147 


26 


1805 


gil 6076870 


ijrosopniia 
melanogaster 




341 


54 


1805 gil5155438 


jf\gro Dacierium 
tumefaciens str. 
C58 (Cereon) 


AGP C 894t> 


84 


26 


1805 


gi9844612 


jviicioceDus 
murinus 


lVITTf^ T antieen 


77 


30 


1806 


gil 6076870 


urosopnna 
meiaiiogasier 




333 


51 


1806 


gil592321 


Methanococcus 1 
jannascnii 


GMP synthase (guaA) 1 


78 


33 


1806 


gil5155438 


Agro oac icrium 
tumefaciens str. 

V/JO \y\Jll) 


AGR C 894r> 


77 


26 


1807 


AAT86170_ 
aal 




UYPA- Human Lasp-1 nucleotide 
sequence. 


1190 


86 


1807 


AAU09686 


Hnrnn cqni p,~n ^ 


ICOS- Human LASP-1. 


1190 


86 1 


j 180/ 




Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 27400. 


1190 


86 


1808 


gil 5823642 


TTntnn QaniPTiS 


ALS2CR7 


2038 


100 


1808 


AAB65641 


Homo sapiens 


SUGE- Novel protein kinase, SEQ ID 
NO: 168. 


1258 


90 


1808 


gi2645810 


A/Tnc tniiQmlllS 


Pftaire-1 


1195 


68 


1809 


AAB95343 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO- 17625. 


2604 


99 


1809 


AAB95767 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 18699. 


2273 


100 


1809 


gil5808121 


Homo sapiens 


bA476B 13.1 (novel protein) 


918 


100 \ 


1810 


AAG01851 


riomo aapicxio 


GFST Human secreted nrotein, SEQ 
ID NO: 5932. 


445 


98 


1810 


Ri483843 


jdOS taurub 


SO VDa nrotein 


86 


35 


1810 


gil4028009 


Mesorhizobium 
loti 


probable malate dehydrogenase 


71 


27 


1811 


AAM79617 


Homo sapiens 


HYSE- Human protein SEQ ID NO 


1635 


99 


1811 


AAM78633 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
1295. 


1598 


100 


1811 


gi3402830 


Homo sapiens 


cE146D10.2 (mercaptopyruvate 
sulfurtransferase.(EC 2.8.1.2)) 


1598 


100 


1812 


AAY00294 


Homo sapiens 


HUMA- Human secreted protein 
encoded by gene 37. 


240 


100 


1812 


gi5881743 


Arabidopsis 
thaliana 


NADH dehydrogenase ND5 


76 


33 


1 1812 


1 gi3366918 


Arabidopsis 


NADH dehydrogenase subunit F 


1 76 


1 33 
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ID 
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Descriotion 


S 

score 


Percent 
identity 






tnaiiana i 








1813 


gi!88482l9 


Homo sapiens 1 


similar to germinal center expressed 


715 


100 


1813 


gi20987806 


Homo sapiens 1 


LOC205472 


154 


30 


1813 


gil262852 


Mus museums | 


ivii / proicni 


122 


29 


1814 


AAM78520 


Homo sapiens 1 


HYSE- Human protein SEQ ID NO 

1 1 R9 
1 1 oz. 


526 


65 


1814 


AAM79504 


rlomo sapiens ] 


uvQp UiimaTi nrotein SEO ID NO 

J 1 Ju. 


322 


67 


1814 


gi20151641 


Drosophila j 
melanogaster | 


LD40094p 


259 


38 


1 81 5 


A A T> A/1 Tft/J 

AAB94J9D 


riomo sapiens 


T-TPT T- Human nrotein seauence SEO 
ID NO: 14964. 


582 


100 


1815 


AAB93300 


Homo sapiens | 


HELI- Human protein sequence SEQ 
TF» 7\TO-1 7^67 


477 


54 


1815 


AAG64741 


Homo sapiens 


BIOD- Human zinc finger protein 57. 


442 


46 


1816 


gi915208 


Sus scrofa 


gasiric muum 


299 


28 


1816 


gi557822 


Saccharomyces 1 
cerevisiae 1 


mal5, stal, len: 1367, CAI: 0.3, 
AMYH_YEAST P08640 


291 


26 


1816 


gi 13 043 87 


baccnaromyces 
cerevisiae var. 
Qiastaticus 


giucoaniyiasc 


291 


26 


1817 


AAG73997 


Homo sapiens 


HUMA- Human colon cancer antigen 

prOlClIl oJ3V^ xxJ INv-'.-T/Ul. 


774 


96 


1817 


gi2432007 


Mus musculus 


peripherial benzodiazepine receptor 

aSSOClalCU. piULClll, fDlN. a.2>a\jv„'iai.^u. 

protein; PAP20 


178 


67 


1817 


gi7248371 


Cjallus gaiius 


myosin iiccivy cnaiii 


89 


26 


1818 


AAB95103 


Homo sapiens 


HELI- Human protein sequence SEQ 

LLJ IN v^. 1 / w / u. 


3402 


99 


1818 


AAB94669 


Homo sapiens 


HELI- Human protein sequence SEQ 


2739 


99 


1818 


gi6467206 


Homo sapiens 


gonadotropin inducible transcription 

rpnrpccnr-d 
1 ICUiCooUI-t 


1067 


36 


1819 


AAG01908 


Homo sapiens 


GEST Human secreted protein, SEQ 


307 


100 


1819 


gil246048 


Saccharomyces 
^cerevisiae 


Mtr3p 


69 


27 


1819 


gi23 13565 


Helicobacter 
pylon zooyj 


| virB4 homolog (virB4) 


66 


31 


1820 


a it, CO A A 

AAM25o44 


rlomo sapiens 


1 T-TVQTh- TTnman nrnfpin <!pniiftTlce SEO 


639 


100 


1820 


AAM93795 


Homo sapiens 


HELI- Human polypeptide, SEQ ID 


639 


100 


1820 


a a r~\r\i i ro 

AAG01 158 


rlomo sapiens 


1 fTEQT Wnmnn Q<=-rrptpH nrntein SEO 
i \jrjj»o i rririiiaii oc^icicvj. ^jiiJLt'j.iA, uuy 

ID NO: 5239. 


502 


100 


1821 


AAB67454 


Homo sapiens 


INCY- Amino acid sequence of a 
human chaperone polypeptide. 


1097 


99 


1821 


Ri 18028277 


Homo sapiens 


DnaJ protein SB73 


1097 


99 


1821 


gi20073291 


Mus musculus 


Similar to DnaJ protein SB73 


985 


88 


1822 


AAB93396 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 12579. 


655 


60 


1822 


gi3 860093 


Homo sapiens 


MDC-3.13 isoform2 


655 


60 


1822 


gil3937826 


1 Homo sapiens 


| TNF-induced protein 


655 


60 
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1823 


AAG73872 


Homo sapiens 


HUMA- Human colon cancer antigen 
protein SEO ID NO:4636. 


584 


78 


1823 


AAB03175 


Homo sapiens 


MITO- Human rad6 homologue UBC2. 


584 


78 


1823 


AAB43423 


Homo sapiens 


HUMA- Human cancer associated 
protein sequence SEQ ID NO:868. 


584 


78 


1824 


gil6306806 


Homo sapiens 


zinc finger protein 43 (HTF6) 


951 


28 


1824 


gi38032 


Homo sapiens 


ZNF43 


950 


28 


1824 


gil9851928 


Homo sapiens 


CLL-associated antigen KW-4 splice 
variant 2 


929 


29 


1825 


gi2749771 


Mus musculus 


tsec-1 


1116 


72 


1 s?s 


ai4704204 


Homo sapiens 


dJ102D24.1 (novel Mitosis-specific 
Chromosome Segregation protein 
SMC1 LIKE protein) 


146 


24 




cril 65400 


Orvctolaffus 
cuniculus 


myosin heavy chain 


143 


20 




ARB 169 19 


Homo s aniens 


HUMA- Human nervous system 
related polypeptide SEQ ID NO 5576. 


392 


100 


1826 


ei 19920045 


Dictvostelium 
discoideum 


UDP-glucose 4-epimerase 


97 


27 


1826 


AAM68085 


Homo sapiens 


MOLE- Human bone marrow 
expressed probe encoded protein SEQ 
ID NO: 28391. 


90 


22 


1827 


AAB36623 


Homo sapiens 


INCY- Human FLEXHT-45 protein 
sequence SEQ ID NO:45. 


916 


100 


1827 


ei20380177 


Homo sapiens 


Similar to RIKEN cDNA C330008K14 
gene 


916 


100 


1827 


AAZ35834 
aal 


Homo sapiens 


INCY- Human vesicle trafficking 
protein 2 encoding cDNA. 


177 


25 


1828 


gi20198331 


Homo sapiens 

4- 


apical protein 2 


1316 


98 


1828 


eil3543189 


Mus musculus 


Similar to RIKEN cDNA 1300007L22 
gene 


755 


62 


1828 


AAM79494 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
3140. 


305 


38 


1829 


AAG01378 


Homo sapiens 


GEST Human secreted protein, SEQ 
ID NO: 5459. 


575 


100 


1829 


AAW76636 


Homo sapiens 


FRAN/ Human cardiac HcTnT protein. 


100 


21 


1829 


gi408217 


Homo sapiens 


troponin T; TnT 


100 


21 


1830 


gi488555 


Homo sapiens 


zinc finger protein ZNF135 


879 


54 


1830 


AAB95862 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 18929. 


877 


52 


1830 


gil3752754 


Homo sapiens 


zinc finger 1111 


876 


52 


1831 


AAE06678 


Homo sapiens 


INCY- Human nuclear hormone 
receptor (NHREC)-l protein. 


3211 


100 


1831 


gil7026326 


Homo sapiens 


FKSG27 


3211 


100 


1831 


gil7026328 


Mus musculus 


FKSG27 


2405 


78 


1832 


AAB01386 


Homo sapiens 


INCY- Neuron-associated protein. 


1558 


98 


1832 


gil9421557 


Homo sapiens 


chromodomain helicase DNA binding 
protein 5 


1554 


97 


1832 


gi7799072 


Homo sapiens 


dJ540Hl.l (novel Helicase C-terminal 
domain and SNF2 N-terminal domains 
containing protein) 


1352 


100 


1833 


gi432544 


Trichoplusia ni 


HSUP59 


74 


41 


1834 


gi2394174 


Homo sapiens 


zinc finger protein ZNF191 


801 


56 


1834 


gi 169 8720 


Homo sapiens 


zinc finger protein 


801 


56 


1834 


gi4405797 


Homo sapiens 


retinoic acid suppression protein A 


801 


56 
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SEQ 1 
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S 1 
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identity 


1 R 1 ^ I 


rri9nf)7 1 S^S 
glZUU / I JJJ 


iv/f 1 1 c niusculus 


RIKEN cDNA 322240 1M22 gene 


366 


31 


1835 


AAG73665 


Homo sapiens 


HUMA- Human colon cancer antigen 
protein SEQ ID NO:4429. 


223 


100 


1 OTC I 

1 o3_> 




coelicolor 1 


ScbA protein 


101 


28 


1836 


gi20071535 


Mus musculus 


RIKEN cDNA 3222401M22 gene 


339 


28 


lo3o 




JrHJIIlU bapiCllo 1 


HUMA- Human colon cancer antigen 1 
protein SEQ ID NO :4429 . 


223 


100 


1836 


gi392890 


Homo sapiens 


drebrin E2 


94 


28 


1 O O Tf i 

1837 j 


A A \AH 1 1 
AAJVL / L 1 /Z 


liOmO Sd.piClli5 


MOT F- Human bone marrow 1 
expressed probe encoded protein SEQ 
ID NO 31478. 


274 


100 


1837 


AAM58666 


Homo sapiens I 


MOLE- Human brain expressed single 1 
ex on trrobe encoded protein SEQ ID 
NO* 30771. 1 


274 


100 


1837 


gil21296312 

]gD]JiA/\Uo'4- 
^7 1 1 


Anopheles I 

gcliiiuiac oil. 

PFST 


ebiP3199 


524 


30 


1 ! 


m *1 0070*1 


"yinHnnVi oni s 

maculatus i 


DM-domain containing transcription 
factor DMRT4 


843 


47 


1 OJO 




OrpopViromis ' 
niloticus 


sex-determining protein DMO 


795 


45 


1 R"3£ 




Orwias latines 


01aDMRT4 


786 


44 


l0J7 


A ARQ^QOI 


Homo saniens 


HELI- Human protein sequence SEQ 
ID NO:13855. 


2946 


99 


1 R^O 

10j7 




Homo sapiens 


UROG- Human 34P3D7 protein. 


2684 


92 


1 


crin647045 


Mus musculus 


Sip homologue lacking C2 domains-a 


1724 


60 


1840 


AAB93901 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 13855. 


2907 


95 


1 1840 


ABB04181 


Homo sapiens 


UROG- Human 34P3D7 protein. 


2645 


88 


1 840 


i en 13647045 


Mus musculus 


1 Sin homologue lacking C2 domains-a 


1845 


63 


1841 


ABB04181 


Homo sapiens 


UROG- Human 34P3D7 protein. 


2735 


99 


1 841 

1 Ot 1 


1 AARQ^901 


Homo s aniens 


HELI- Human protein sequence SEQ 
IDNO:13855. 


2684 


92 


I 1841 


cri 1^647045 


Mus musculus 


Sip homologue lacking C2 domains-a 


1580 


57 


1842 


AAB93901 


Homo sapiens 


HELI- Human protein sequence SEQ 
IDNO:13855. 


2675 


92 


|l842 


ABB04181 


Homo sapiens 


UROG- Human 34P3D7 protein. 


2413 


85 


| 1842 


gllJo4/U4j 


TV^ne 1 tmiCflllllC 
1YLUS ITlU.iL'UlU.a 


! <s1r> Viomolocrue lackine C2 domains -a 


1586 


58 


1843 


AAB94395 


Homo sapiens 


HELI- Human protein sequence SEQ 
rn "NTO* 14962 


556 


100 


1843 


gil7862960 


Drosophila 
melanogaster 


SD05477p 


86 


40 


! 1843 


gi262l988 


iVletiiano tnermo d 
acter 

thermautotrophic 
us sir. Delta H 


| UTIC iil ciac — ic^vjiiiujj.icioC' iJj.v^Lt/iii 


! 77 


31 


1844 


AAU10981 


Homo sapiens 


! BODE- Human aldehyde/ketone 
reductase 36. 


1580 


99 


h 844 


AAM66435 


Homo sapiens 


1 MOLE- Human bone marrow 
expressed probe encoded protein SEQ 
ID NO: 26741. 


588 


100 


1844 


AAM54044 


Homo sapiens 


j MOLE- Human brain expressed single 
I exon probe encoded protein SEQ ID 
1 NO: 26149. 


588 


100 
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1845 


gi 11994722 


A 1 * J _ • _ 

Arabidopsis 
thaliana 


contains similarity to 
calmodulin~gene id:F5N5.10 


145 


24 


1845 


gi2 143 6047 


Arabidopsis 
thaliana 


a T"2rvOooin/T7 ^xt^ in 1 

A13gZzy3U/r DIN3_1U 


145 

A T —J 


24 


1845 


gil4625425 


Nicotiana 
tabacum 


c almo duiin in ll, aivi i j 


138 


27 


1846 


AAM89573 


Homo sapiens 


T_TT T*\ <T A Un-mon 

rlUJVlA- riuman 

immune/haematopoietic antigen SEQ 

11J i/i oo. 


588 


98 


1846 


AAB93031 


Homo sapiens 


xiiiJLi- xiunian proiciii bc^u.C'ii^t' o^y 
ID NO: 11 803. 


394 


40 


1846 


gi2547025 


Rattus 
norvegicus 


ys. y h-u proiein 


379 


44 


1847 


AAB94676 


Homo sapiens 


T-T"CT T Mnmnn nrntpin QpnilPTlCe SEO 
illj, J^l - STL LliilcLll at^uuu^w 'J-i-'x 

ID NO: 15624. 


2311 


99 


1847 


gil6769618 


Drosophila 
meianogaster 


LD44732p 


89 


29 


1847 


gi348245 


Homo sapiens 


protein serine/tlireonine kinase 


84 


22 


1848 


AAY59712 


Homo sapiens 


Oxioi ibecreieQ pro lc m jd-j^t -l -±jz* 

"PT 1 


398 


100 


1848 


gi8979275 


Chlamydophila 

T 1 1 O 

pneumoniae J 136 


muramoylalanine-glutamate ligase 


81 


26 


1848 


gi4377221 


Chlamydophila 

• 

pneumoniae 
CWL029 


Muramoylalanine-Glutamate Ligase 


81 


26 


1849 


AAG80758 


Homo sapiens 


U XlN/v- ilUindll ICbLlCUldl 

cytodifferentiation-related protein. 


631 


100 


1849 


gi9800509 


Homo sapiens 


pincn-z proieui 


631 


100 


1849 


AAG02299 


Homo sapiens 


GEST Human secreted protein, SEQ 

ID ]>i\J. OjOU, 


428 


98 


1850 


ABB06383 


Homo sapiens 


Jj^JJli- ilUlllclIl CUivctl yULlU UllliaLUl 


2720 


94 


i n c r\ 

1850 


AAY73377 


riomo sapiens 


rrapV HTRMHnnp 1645941 nrotein 

1 1 >J \^ I - JTT J. XvlVl C'lkjllt/ 1 VJT^ J7T 1 |JA\JUV^AAA 


2720 


94 


1850 


AAB94491 


Homo sapiens 


HELI- Human protein sequence SEQ 
TD NO15180 


2712 


93 


1851 


AAM25737 


Homo sapiens 


HYSE- Human protein sequence SEQ 
TD NO* 1252 


2203 


100 


1851 


gi7920398 


Homo sapiens 


PTOV1 


2152 


98 


1851 


gllbojiito 


ivius mus cuius 


pvnrpcQpH Qpnnpnp,R ATT041779 


2151 


96 


1852 


gil4588848 


Homo sapiens 


titin zinc-finger anchoring protein 


1948 


96 


1852 


gil316038o 


Homo sapiens 


ring linger pioiciii 


I 1870 


96 


1852 


A A T T1 C Ci f Ci 

AAU15868 


Homo sapiens 


jriuiVLrt.- nunid.il iiuvcjl actictcu jji kj lv^aai, 
ocq i~l^ oz< i . 


1749 


95 


1853 


AAB93042 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 11 827. 


664 


79 


IOJj 




Homo s aniens 


INCY- Human FLEXHT-35 protein 
sequence SEQ ID NO:35. 


254 


74 


1853 


gil4603247 


Homo sapiens 


Similar to RIKEN cDNA 5730409G15 
gene 


254 


74 


1854 


gi3387911 


Homo sapiens 


2-oxoglutarate carrier protein 


1564 


91 


1854 


gi23844 


Homo sapiens 


2-oxogiutarate carrier 


1561 


91 


1854 


gi 18043006 


Mus musculus 


solute carrier family 25 (mitochondrial 
carrier; oxoglutarate carrier), member 
11 


1515 


88 



wo 
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1 ODD 


A A P 1 £9Qfl 


XxUIlilJ aajjlCAlo 


INCY- Human transporter and ion 
channel-27 (TRICH-27) protein, 


98 


27 


1 per 
1 OJJ 


A A A/fA AQ^ 1 
AZ\lVJL4Uo3 1 


iioinu odpiciio 


HYSE- Human polypeptide SEQ ID 1 
NO 5782. 


97 


31 


1 o c c 

1855 


AAM3yUoj 


rionio sapiens 


HY9F- Human nolvDeotide SEO ID 

XX X LJJLy X X Llli.lcl.ll f u ,/ r r k ~^-*- J ^< 

NO 2210 


97 


31 


lo DO 


A AT5^^9Q^ 
AAdjDZ7j 


liUIXlU oclLJICilo 


HTJMA- Human secreted protein 
sequence encoded by gene 99 SEQ ID 
NO-387. 


718 


64 


JL530 


/\/\i\iy d y-t l 


llAmn c 51 "TNi F*"n <s 

JTxUllivJ OClLHt'llo 


HELI- Human polypeptide, SEQ ID I 
NO: 4124. 


552 


41 


1 030 


A AlV/fQ^Q^I 

rY/VLVl 




HELI- Human polypeptide, SEQ ID 
NO: 4169. 


545 


41 


1 C ^9 


fti 1 99^9^99 
gl 1 LZDADAz. 




hUPF3A ' 


2480 


100 


1857 


gil2620406 


Homo sapiens 


UPF3 


2357 


100 


1 83 / 


A A A/T9 ^ A 1 H 
A AiVlZ 30 1 U 


ij.omo bdpiCIlo 


HYSF- Human protein seauence SEQ i 
IDNO:1125. 


1922 


91 


1 oro 
1 OJO 


gl I JOZ J03y 


XxOIIlU bapivllo 


ALS2CR15 


1816 


98 


1858 


gi437664 


Rattus 

* 

ft rtTA/P cm f*t i c 
HOI 


autoantigen p69 


668 


43 


1858 


AAS03083_ 
aai 


Homo sapiens 


HRCR- Human pancreatic beta-cell 
TTrotein o69 cDNA seauence. 


659 


42 


1 Q^O 


A AT*QJ/*R7 


T-Tntnn c^ni rti c 


HELI- Human protein sequence SEQ 
ID NO: 14945. 


2182 


100 




addi n9RH 
/Vxjxj lUZoU 


jthjhiu aapit/iio 


HUM A- Human cDNA SEQ ID NO: 
588. 


842 


100 


1859 


ABB 10478 


Homo sapiens 


HUM A- Human cDNA SEQ ID NO: 
786. 


556 


94 


1860 


AAB95605 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 18299. 


2624 


99 


1860 


gi212452 


Gallus gallus 


nonmuscle myosin heavy chain 


j 1608 


60 


1860 


gi7381235 


Rattus 

* 

nnn;p(Ti r*n c 
IlOl VCglt/Uo 


nonmuscle myosin heavy chain-B 


1598 


59 


1861 


gil7390973 


Mus musculus 


RIKEN cDNA 4930449E07 gene 


1400 


80 


1861 


•i /re i nnon 

giioj iyu3y 


jL/rosopmid 
melanogaster 


-nrotf^in ■nlinQnnatase 1 refnilatorv 

UIlJLCill u/li-W o LyllCl UClov_/ x. iv^uiuLui j 

subunit 


438 


35 


1861 


• -i /C7f f TOO 

gll6 /33 /oo 


urosopniia 
melanogaster 


r\m fp»in -nVirwnViata qp rpp-iilntorv subunit 

UlULC/lll UllUoUllCllclot/ l V-'g, 14.1 cut/ 1 jr ouuuim 

short isoform 


342 


40 


1 O /CO 

1862 


giyy3U /o4 


xiomo sapiens 


HT1 1 SRH? 1 Tnnvel nrotein similar to 
D. melanogaster CGI 1048 and 
rG8959i 


2051 


100 


1 oOZ 


gl 1 0 /OoZ lH 


i_v 1 L/&U UIlllcl 

melanogaster 


GH24459p 


1010 


32 


1 OOZ 


A A RQ9 R ^9 


xlvJiinJ aauiciio 


HFT,T- Human nrotein seauence SEO 
ID NO H417. 


874 


32 


1 

1 OOj 




Hnmn s aniens 


HUMA- Human serine protease protein 
sequence SEQ ID NO:3. 


1365 


99 


1863 


AAH43519 
aal 


Homo sapiens 


INCY- cDNA encoding protease 
PRTS-8. 


1360 


98 


1863 


Az\B475 66 


Homo sapiens 


INCY- Protease PRTS-8. 


1360 


98 


1864 


AAG02826 


Homo sapiens 


GEST Human secreted protein, SEQ 
ID NO: 6907. 


248 


90 


1865 


gi20381091 


Homo sapiens 


similar to rabl 1 -binding protein 


1408 


99 


1865 


gi4512103 


Bos taurus 


rabl 1 binding protein 


1174 


84 


1865 


gi6049150 


Rattus 


WD-containing protein 


1023 


78 
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1866 


gil8447568 


Drosophila | 
melano master 


RH09039p 


357 


32 


1 ODD 


AAO03R76 


Homo saoiens i 


HYSE- Human polypeptide SEQ ID 
NO 17768. 


74 


41 


i ouu 


cril? 1790693 1 
|gb|EAA028 
38 11 i 


Anonheles 
gambiae str. 
PEST 


agCP2341 


256 


37 


1867 


AAG93266 


Homo sapiens 


NISC- Human protein HP 10200. 


927 


100 


1 R67 

1 OD / 


AAY^9763 1 


Homo sapiens 


META- Human normal ovarian tissue 
derived protein 40. 


877 


100 


1 R67 

J. OD / 


m?09R7329 1 


Mus mus cuius i 


RIKEN cDNA 1 1 10002H14 gene 


812 


91 


1 £6R 
l ooo 


AAF1Q16S 


Homo s aniens 


INCY- Human protease, PRTS-2 
protein. 


650 


88 


1 ODO 


AAO03616 I 

rxjVVJ W J VJ J. \J 


Homo sapiens i 


GEST Human secreted protein, SEQ 
ID NO: 7697. 


429 


96 


1 ouo 


m'^002310 i 


Caenorhabditis 
elegans i 


mvotactin form A 


78 


23 


1 


ai?1 39922R I 


Dro^oTYhila 
melanogaster 


RH61354p 


517 


29 


1 S£Q 


ai?1 1 4473 ! 


lVTn<? imi^culus 

J.VJLUO IIIUOVWIUO 


t)140mDia 


503 


28 


1869 


AAW76734 


Homo sapiens 


KIRI Human mDia Rho targeting 
protein. 


501 


27 


1870 


ABB16354 


Homo sapiens 


HUMA- Human nervous system 
related polypeptide SEQ ID NO 501 1. 


785 


83 


1870 


gi21428564 


Drosophila 
melano master 


LD43055p 


196 


28 


1870 


gil6604458 


Arabidopsis 
thaliana 

tllVillbil-L>4 


Atlg20130/T20H2_9 


110 


29 


1871 


AAM50328 


Homo sapiens 


MILL- Human nucleotide binding site 
protein NBS-5. 


3117 


100 


1871 


gil9387134 


Homo sapiens 


PYRIN-containing APAFl-like protein 
4 


3117 


100 


1871 


gil9031214 


1 Homo sapiens 


PAAD and NACHT-containing protein 
2 


3117 


100 


1872 


AAD24402 
aal 


|Homo sapiens 


INCY- Human RNA metabolism 
protein-29 (RMEP-29) cDNA. 


546 


61 


1 o / z 


A AF1 S266 


Homo saniens 


INCY- Human RNA metabolism 
protein-29 (RMEP-29). 


546 


61 


1 9.10 




Homo ^anipn^ 


1 HELI- Human protein sequence SEQ 
ID NO: 12536. 


546 


61 


1 87^ 


A AM3Q099 


Homo samens 


! HYSE- Human polypeptide SEQ ID 
NO 2244. 


690 


77 


1 £7^ 
1 O / J 


A A V73467 


Homo Qfmipns 


1 GEMY Human secreted protein clone 
! yd61_l protein sequence SEQ ID 
! NO:156. 


690 


77 


1873 


AAM40885 


| Homo sapiens 


HYSE- Human polypeptide SEQ ID 
NO 5816. 


569 


68 


1874 


gil0121792 


| Homo sapiens 


MJ0495-like protein SelB 


2704 


99 


1874 


gil0121790 


j Mus musculus 


MJ0495-like protein SelB 


2669 


87 


1874 


gil9354178 


1 Mus musculus 


I eukaryotic elongation factor, 
selenocysteine-tRNA-specific 


2669 


87 


1875 


AAU20462 


1 Homo sapiens 


HUMA- Human secreted protein, Seq 
ID No 454. 


5784 


99 


1875 


AAB94484 


| Homo sapiens 


HELI- Human protein sequence SEQ 


4440 


99 
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TH "NTV1 51 64 






1875 


AAU20467 


Homo sapiens 


T4TTN/T A "Hi 1 man cerretpH nrntein Seo 
nUxVl/V" nuilla.Il oov/iciv/U. jpxvju»/xxx, 

1J_-/ IN LI tJy. 


3044 


98 


1876 


AAM4 / /yo 


rlomo sapiens 


TW<sP T-Tnrnan TCNA helicase RH1 16. 


5309 


100 


1 876 


gil2621U6o 


nomo sapiens 


p XT a Vi^liVnQe-DP AT) V>nx nrotein 

XVi > X\ ilCiiUCloC' X^X^/Z^X^/ U\JJ\. J^X^LV^ixx 

RH116 


5309 


100 


1876 


AAE10155 


Homo sapiens 


UYCO Human melanoma 

rliff^rpntiatinn asqnriated CMdaV5 
protein. 


5285 


99 


1877 


gi4yzy /z l 


nomo sapiens 


V^VJi 1ZU JJi \J t villi 


111 


89 


1877 


gi6841532 


Homo sapiens 


HSPC155 


112 


88 


1 OT~l 

1877 


giloi 14Mj 


iVLus museums 


T?TTT FM rTiNA 1 1 1 00? 1 H02 eene 

1\J.1N-1Z»1N i^i x\. 1 1 iwyZriiiw-fc <S 


760 


86 


1878 


gi2230873 


Homo sapiens 


M phase phosphoprotein 1 0 


3398 


99 


1878 


AAB34433 


Homo sapiens 


HUMA- Human secreted protein 
sequence encoaeu uy gciic tu oij/v^ xx^ 
NO: 194. 


2096 


100 


1878 


gil7944588 


Drosophila 
melanogaster 


SD02943p 


881 


37 


1 879 


gil 786 1720 


Drosophila 
melanogaster 


GH24787p 


250 


26 


1879 


gi|20343688 
]ref]XP_110 

1 O A 1 I 

124. 1 1 


Mus musculus 


RIKEN cDNA 3000003F02 


820 


68 


1879 


gi|212995o4 

1 1"C A A i n 

|gD|riAAl 1 / 

OO 1 1 

i | 


Anopneies 
gamoiae sir. 
Jrrio 1 




228 


27 


1880 


AAM78755 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
1417 


312 


75 


1 OOA 


AA1V1 /y / jy 


nomo sdpieiib 


HYSF- Human nrotein SEO ID NO 

XXX OX/ XXHXJ.XCAXX L/lUlvlll ^ — ' -* — ' j.j--' A. ' 

3385 


302 


72 


1 qsh 
1 ooU 


gl jUO JUZ 


"IV/Tnc TTincr*n1iiQ 

IVlLlo 1IIU.0L/ til Wo 


NK10 

1 ^1 X^. X \J 


276 


68 


1881 


gil0440371 


Homo sapiens 


FLJ00020 protein 


5999 


99 


1881 


gil 8676428 


Homo sapiens 


FLJ00093 protein 


4801 


99 


1881 


gil5077006 


Homo sapiens 


AT-hook protein AKNA 


2452 


78 


1 o o ^ 

1882 


AAByjUlo 


nomo sapiens 


T-TThT T Wnman nrotpin SpnilPTlfP S"RO 

nn-jL^i" 11 uii id ii jji \j in oc/v^u.\^xiv^^ kjx-/v^ 
TD "MO- 1 6796 


778 


100 


1882 


gil7980121 


Homo sapiens 


BAALC isoform 1-6-8 


IIS 


100 


1882 


gil 7979893 


rlomo sapiens 




778 


100 


1 O O 1 

1883 


gil 152/zoy 


rlomo sapiens 


lhaj proLciii 


2174 


100 


tool 

1883 


■ro 1 O O A 

gi53 122U 


Kattus 
norvegicus 


o tvti ri r\ ar»-i/-1 "f#=> Q "h 1 T"P ' lirYtnf^Ofi f^TTimTI r>Ti 
^IJllIlO dUlU. ICullxlC. llLHllwVJU.UXXXdxXXj IlJ^j 

895 .. 1074; amino acid feature: LIM1, 

Hn "^7^ 516* ^minn af.id feature" 

UU D 1 ~J J 1 VJj dXXXXXX\_» UvlU. lUttlUlv. 

LIM2,bp550..705 


2150 


98 


1883 


gil388l83 


Mus musculus 


LIM/homeodomain 


2150 


98 


1884 


A A f\ 1 CTC 

AACj015 75 


rlomo sapiens 


VjrJC/O 1 nUIlld.il oCOlCLCU. piULCill, Oljy 

ID NO: 5656. 


352 

*J -J ^-r 


82 ' 


1 R£5 


tn'l 79^9572 


Hrnnn saoiens 


Similar to zinc finger protein 296 


2588 


100 


1885 


gil 1602755 


Mus musculus 


zinc finger protein 


1216 


70 


1885 


AAU16388 


Homo sapiens 


HUMA- Human novel secreted protein, 
Seq ID 1341. 


525 


59 


1886 


ABB07493 


Homo sapiens 


INCY- Human lipid metabolism 
molecule (LMM) polypeptide (ID: 
2965233CD1). 


757 


99 


1886 


AAU77498 


Homo sapiens 


INCY- Human lipid metabolism 
enzyme, LMM- 6. 


706 


77 
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ARR08205 


Homo s aniens 


INCY- Human lipid metabolism 
enzyme-5 (LME-5). 


683 


77 


1887 


AAB95718 


Homo sapiens 


HELI- Human protein sequence SEQ 
IDNO:18582. 


716 


100 


1887 


ei5566262 


Chlamvdomonas 
reinliardtii 


inner dynein arm 11 intermediate chain 
IC140 


75 


28 


1887 

i- UU / 


ail 8766204 

i-lX JL U / Y_J V_/X^ V/ 


Plasmodium 
knowlesi 


merozoite surface protein-9 precursor 


75 


43 


1 888 

IOOO 


ail 542813 


Mus mus cuius 


Six5 


2908 


85 


1888 


gil 1344513 


Danio rerio 


homeobox protein six4.3 


838 


37 


I ooo 




Homo ^aniens 


SIX4 


812 


39 


1889 


gil9344033 


Homo sapiens 


similar to pellino (Drosophila) 
homoloe 2 


2413 


99 


1889 


gi208 10409 


Mus musculus 


Similar to pellino homolog 2 
(Drosophila) 


2339 


96 


1889 


AAM93893 


Homo sapiens 


HELI- Human polypeptide, SEQ ID 
NO: 4027. 


1769 


100 


1890 


AAM79760 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
3406. 


2825 


72 


1890 


AAM78776 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
1438. 


2227 


79 


1890 


gi6467206 


Homo sapiens 


gonadotropin inducible transcription 
repressor-4 


2063 


56 


1 8Q1 


AAM79760 

rvn.iv! i i 


Homo saoiens 


HYSE- Human protein SEQ ID NO 
3406. 


787 


78 


1891 


AAU25446 

X Li », ' x** — ' ■ • \f 


Homo sapiens 


INCY- Human mddt protein from 
clone LG:1076157.1:2000MAY19. 


785 


90 


1891 


AAM78776 

X *--X- W # * r ^-- r 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
1438. 


713 


84 


1892 


AAU20565 


Homo sapiens 


HUTvIA- Human secreted protein, Seq 
ID No 557. 


1891 


99 


1892 


gi6224683 


Homo sapiens 


unconventional myosin- 1 5 


749 


34 


1892 


gi6224685 


Mus musculus 


unconventional myosin- 15 


730 


33 


1893 


eil4488277 


Homo sapiens 


AAT-1 alpha 


486 


100 


1893 


gil4488281 


Homo sapiens 


AAT-1 gamma 


152 


100 


1893 


gil4488279 


Homo sapiens 


AAT-1 beta 


152 


100 


1 RQ4 


ail 4488277 


TTn ii io ^flnifvn*? 


AAT-1 alpha 

X -L X X X 


486 


100 


1 8Q4 




DrosoTjhila 

melanogaster 


AT22189p 

X X X X^ X 


184 


21 


1 RQ4 


cn1448828l 


Homo ^aniens 


AAT-1 gamma 


152 


100 


1895 


gi9963996 


Danio rerio 


eukaryotic translation initiation factor 
eIF4E-l 


791 


75 


1895 


AAY78505 


Homo sapiens 


UYMC- Human general translation 
initiation factor eIF4E amino acid 
sequence. 


775 


65 






Yptiotyii*? lap vis 


eIF-4E protein 


775 


74 


1896 


AAB93831 


1 Homo sapiens 

A. 


HELI- Human protein sequence SEQ 
ID NO:13650. 


1549 


100 


1896 


gil323281 


S accharomyces 
cerevisiae 


TY2B 


83 


29 


1896 


AAY48321 


Homo sapiens 


META- Human prostate cancer- 
associated protein 18. 


82 


31 


1897 


AAB93831 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 13650. 


1558 


100 


1897 


gil323281 


Saccharomyces 


TY2B 


83 


29 
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* * i 

LClCVlolaC 








1 Ofi7 

i sy / 




UVlo allCb 1 


strati fin 

o U CI 1 1 1 11 1 


81 


23 


1 one? 


A A DO 1 C\AO 
AArS2 1 U4Z 


XxOmO bapiCllb 


TNCY- Human nucleic acid-binding 
nrotein NuABP-46. 


1016 


41 


1 QQQ 


AAlVl^t i \jHy 




HYSE- Human polypeptide SEQ ID 
NO 6580. 


905 


40 


1 ROR 




Homo saoiens 


HYSE- Human polypeptide SEQ ID 
NO 3008. 


905 


40 


± \j y y 


eil339918 


Homo sapiens 1 


TR3beta 


1778 


100 


1899 


gil813882 


Homo sapiens j 


DNA binding protein 


1585 


100 


1 R09 


ai?92834 


Homo sapiens ! 


TR3 orphan receptor 

C 


1577 


99 


1900 


gi2276396 


Homo sapiens 


C2f 


1235 


100 


1 onn 




A/Thq mn renins 


C2F 


1136 


88 


1900 


gil2805095 


Mus musculus 


gene rich cluster, C2f gene 


1136 


88 


1 OA 1 


glZZ /Oj^O 




C2f 


915 


79 


1901 


gi2289907 


Mus musculus 


C2F 


836 


71 


1 OA 1 

1901 


gl!2oUz)UyD 


ivius museums j 


j^C/llw 11^/11 ^XVlOL^/Aj V/^il gV/XX^ 


836 


71 


1902 


gl2oyoo 1 1 


ivairus 
norvegicus 


T?1\TA Q-nlinino'-rplaterl nrotein 

|\ 1 > /A DLJll^lli-g 1. v^lCll-wVJ. ^/iv/iviii 


975 


84 


1902 


gl213Uyo3o 


i ricnineiia j 
spiralis 


alntnmir arid-rirH nrotein CNBL1700 

till! vdllJlw UwlU. 1 Ivll Ul v Iwlll v/ J. T a-* J-J J. / \s u 


165 


23 


1 AAO 

1902 


giyo3 /3oD 


i aKiiugu 
rub rip es 


rptinitiQ niamentosa OTP as e reeulator- 
like protein 


161 


23 


1903 


A "DTD A/1 "2/1 H 

ABJ3U434 / 


riomo sapiens 


^MATJ- HTiiman nrotein nhosnhatase 4 

XXUll.KI.il Ululwlll uiiuo^iivnuuv i 

regulatory subunit 37. 


962 


99 


1903 


gll 14y32o / 


nomo sapiens 


h A 1 QfiNfl 4 S /"novel nrotein^ 


809 


100 


1903 


AAB73355 


Homo sapiens 


MIYA/ Human mesangial cell meg-1 

LU LI LL/ 111. 


503 


65 


1904 


AAW59874 


Homo sapiens 


HUMA- Amino acid sequence of the 
rDNA clone CAT-1 CHTXET53). 

L > Sx. \s lVJ kxvs »• — 'Xv x x ^iii^iuiv'jy' 


686 


100 


1904 


AAY08326 


Homo sapiens 


STRD Human granulysin P522 active 

fraompnt 
ii cig.iiiv-'iit. 


680 


99 


1904 


AAY08325 


Homo sapiens 


STRD Human granulysin P520 active 

fracment 

11 ClglllV^llL. 


676 


100 


1905 


AAY08325 


Homo sapiens 


STRD Human granulysin P520 active 

fVaoiTiPTit 

| 11 Cl 11111^ 111. 


354 


100 


1905 


AAW59874 


Homo sapiens 


1 HUMA- Amino acid sequence of the 
' rDNA clone CAT-1 CHTXET53 > ). 


354 


100 




A A T> TIH'XI 
AAKZJ 1 


xiomo sapienb 


MTNT T Gene 519 cDNA derived 
n en tide 


354 


100 




A AVAC39^ 
AA I UojZj 


Hnmn oot\ipnc 

rxUIIlU bapiciia 


STRD Human eranulvsin P520 active 

U 1 J.VL/ XXL4.XXXCXXX ClUUUi YOX11 X. ^ fc* w t v 

! fragment. 


327 


76 


1 AA/C 


A A WT ^OSII A 
A A W jVo / H- 


nomo bapiciib 


TTTTlVfA- Amino aeid seauence of the 

llUlVlil iXllllllv/ ClvlU OvUUVllvW fc*^.v 

cDNA clone CAT-1 (HTXET53). 


327 


76 


1 AA^C 


AAKZj I dZ 


xiomo sapiens 


I MTNT T Gene 519 rDNA derived 
peptide. 


327 


76 


1907 


sil 8676436 


Homo sapiens 


FLJ00 102 protein 


971 


98 


1907 


gil3569476 


Mus musculus 


1 immunity-associated nucleotide 4 


359 


43 


1907 


gil8477214 


Homo sapiens 


human immunity associated protein 1 


353 


50 


1908 


AAB94136 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 14401. 


2885 


99 


1908 


gil5291 191 


; Drosophila 
melanogaster 


GHllHOp 


1502 


52 


1908 


AAM25505 


Homo sapiens 


HYSE- Human protein sequence SEQ 
1 ID NO: 1020. 


1141 


98 
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1909 


gil0440532 


Homo sapiens 


FLJ001 16 protein 


891 


100 


1909 


sil4211720 


Homo sapiens 


desmuslin 


95 


34 


1909 


gil 8698324 


Homo sapiens 


synemm 


88 


34 


1010 

i y x \j 


pi 10440383 


Homo s aniens 


FLJ00027 protein 


1272 


100 


1910 


gil4336762 


Homo sapiens 


similar to sperm specifc protein 


1252 


99 


1 010 


ail 0R01 1 97 


lS/fiic musculus 


JNK/SAPK-associated protein Id 


1243 


97 


1911 


gil9879663 


Homo sapiens 


Sam68-like mammalian protein 1 


1837 


99 


1 Q 1 1 

iy 1 1 


gl'+HZOO 1 j 


IV/fiiQ mnQpiiln*? 

lvlUa IIILXOV' LXXLXO 


SLM-1 

L_ J J — J± T JL X 


1780 


95 


1 Q 1 1 

ly 1 1 


rri 1 ^R9idJ.7S 
gl 1 JOZHH / -> 


T> affile 
nnrvepicus 


nuclear RNA binding protein SLM- 1 


1771 


95 


1912 


ABB55747 


Homo sapiens 


FECH/ Human polypeptide SEQ ID 
NO 100. 


2457 


96 


1912 


AAU39038 


Homo sapiens 


GEMY Human secreted protein 
pp392 3. 

r r . - — 


2457 


96 


1 91 2 


AAY28682 


Homo sapiens 


GEMY Human pp392 3 secreted 
protein. 


2457 


96 


1913 


gil8150100 


Homo sapiens 


PKNOX2 


2383 


100 


1 01 1 


cri 1 f\A 161 47 


Homo s aniens 


PREP2 protein 


2383 


100 


1:? JL J 1 


ai?0?7004^ 


A/Tii«; mnsciilus 

XVXLXO XUUOV U1UO 


homeodomain containing transcription 
factor PREP2 I 


2347 


98 


1914 


AAB94420 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 15022. 


4740 


100 


1014 


cri7R61 1 7 

liX / oli XX/ 


Rnsis minor 

J — /llulu JLXJLXXXVj*X 


nuclear protein 


169 


27 


1014 
i y x *+ 


AAM56269 


Homo saniens 

iiUlllV LJ*Jl-| b /XvJLXLJ' 


MOLE- Human brain expressed single 
exon probe encoded protein SEQ ID 
NO: 28374. 


158 


19 


191 5 

x y x ~j 


2i8925970 


Homo sapiens 


eIF4E-transporter 


5056 


99 


1915 


gi9857633 


Mus musculus 


Clast4 protein 


4569 


89 


1 01 s 

Ly LJ 


A AM9^22 


Homo saniens 


HELI- Human polypeptide, SEQ ID 
NO: 2843. 


1532 


100 


1916 


gi8925970 


Homo sapiens 


eIF4E-transporter 


4932 


97 


101^ 




IVfim musculus 


Clast4 protein 


4456 


88 


1 Q 1 6 
ly i\j 


A AM9^322 


Homo saoiens 


HELI- Human polypeptide, SEQ ID 
NO: 2843. 


1408 


93 


1917 
x y x i 


ff i2443272 


Mus musculus 


motor domain of KIF 1 2 


611 


88 


1917 


AAB 10234 


Homo sapiens 


GEMY Human fetal brain protein 
fragment AS 3 2 li. 


516 


83 


1917 


AAW44089 


Homo sapiens 


GEMY Human secreted protein A£32. 


516 


83 


191 8 
i y i o 


AAY21622 


Homo saniens 

JL. XVXXXV kJT If* k_*- JL^#*JkJkW 


REGC Ligand binding domain of 
nuclear receptor hMR. 


892 


84 


1918 


gi3071 66 


Homo sapiens 


mineralocorticoid receptor 


892 


84 


101 8 


m 15485640 


Homo saniens 


mineralocorticoid receptor delta 


892 


84 


1919 


gi2 19931 


Homo sapiens 


MSS1 protein 


922 


100 


1 Q1 Q 
Ly Ly 


oil ^051 79 


T*affn<? 

XvcXLLtio 

norvegicus 


nroteasomal ATPase (MSS1) 

L_/ X Vj> tV V* LJ JL JLJL**«f JL X JL -X X kJi VJ \_ # 


922 


100 


1919 


gil2803525 


Homo sapiens 


proteasome (prosome, macropain) 26S 
subunit, ATPase, 2 


922 


100 


1920 


gil4484930 


Mus musculus 


DEAQ RNA-dependent ATPase DQX1 


1799 


78 


1920 


AAE15259 


Homo sapiens 


INCY- Human RNA metabolism 
protein-22 CRMEP-22). 


863 


41 


1920 


AAB93069 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 11889. 


863 


41 


1921 


gi|199851|g 
b|AAA3975 


Mus musculus 


pol protein 


353 


45 
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S 
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7.1| 










1 r*o 1 

1921 


gipjiyyD|g 

l.n 


v murine 

lCLUvCliJJLCt VllUO 


aaa-nol nolvorotein (tag amber codon 
at 2250-2252 inserts Gin in Mo- 
MuLV) 


353 


45 


1 no i 
1921 


gi|yz/zui|g 

b|AAA7924 


iVlUTlIlC ICUivClllia 

virus 


reverse transcriptase i 


353 


45 


1922 


gi|2145131| 

nU\ A A C^A^fy 
g D j J O 

10.1| 


Streptococcus 

lllLLldlAo 


repressor of class I heat shock gene 1 
expression HrcA ! 


68 


32 




gllUoOZoZO 


A auiiau acipit/iAo 


IFRG15 protein 1 


723 


99 


1923 


gil0862856 


Mus musculus 


15kD interferon alpha responsive 1 
nrotein 


716 


97 


1923 


AAM49100 

• 


Homo sapiens 


SHAN- Human peroxisome fatty acid 1 
Co A oxidase 14.85. 1 


623 


100 


1 no/i 
1924 


AAd4jOjZ 


XlUIXlU octAJAClio 


HUMA- Human cancer associated 
protein sequence SEQ ID NO: 1097. 


565 


84 


1924 


AAB53695 


Homo sapiens 


HUMA- Human colon cancer antigen 1 
protein sequence SEQ ID NO: 1235. 


565 


84 


1 Q9A 




AN.Clll.UO 

norvegicus 


ribosomal protein SI 5a 1 


565 


84 


1 09^ 


A A07SS3S 


Homo saoiens 


HUMA- Human colon cancer antigen 1 
protein SEQ ID NO:6299. J 


2031 


98 


1 09 S 


cn1 ^97804 


Homo saoiens 


dJ616B8.3 (novel gene) 


458 


41 


1 Q9S 


pi1 1276598 


Homo saoiens 


dJ61404.7 (Novel protein) 


388 


36 


1926 


AAU 16005 


Homo sapiens 


HUMA- Human novel secreted protein, 
Seq ID 958. 


1802 


99 


1926 


gi55483 


Mus musculus 


Zfp-1 protein (AA 1-424) 


1735 


85 


1 Q96 
l yzo 


ai 6467204 


Homo saoiens 


gonadotropin inducible transcription 
repressor-3 


1079 


46 


1 097 
I l yz / 


mi 6909901 


TTomo saoiens 


keratin 4 


1276 


55 


1927 


gil6303309 


Mus musculus 


type II keratin 5 


1273 


52 


I 1 Q07 

s iyz / 


glDOOZ JLH 1 


Tv/fllQ TWNQfMllllS 

1VXU.O AAAUOl^U-AUO 


keratin 6 alpha 


1270 


52 


I 1 QIC 


a at* 9 1 non 


AlvJlliVj aapi^iio 


INCY- Human nucleic acid-binding 
protein, NuABP-4. 


1409 


100 


1928 


AAM80207 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
3853. 


1354 


50 


1928 


AAM79223 


Homo sapiens 


HYSE- Human protein SEQ ID NO 
1885. 


1354 


50 


1929 


AAB95862 


Homo sapiens 


HELI- Human protein sequence SEQ 
ID NO: 18929. 


3435 


99 


1 Q9Q 


ail 04401 98 


T-Tomo ^aniens 


FLJ00032 protein 


2773 


76 


1929 


£il3752754 


Homo sapiens 


zinc finger 1111 


2631 


63 


i 1 mn 
I l-^u 


A AT4A1Q1 9 


XJ.U1AAU SdlJlC/llo 


HUMA- Human cancer associated 
protein sequence SEQ ID NO: 1357. 


1602 


52 


I 1 C\1f\ 

j 19.3U 


A A \/T7Q71Q 

/\/\.ivi / y / ~> y 


riUlliU oapiciio 


HYSE- Human protein SEQ ID NO 
3385. 


1568 


40 


1930 


AAY73346 


Homo sapiens 


INCY- HTRM clone 619699 protein 
sequence. 


1485 


51 


1931 


gi2564916 


Homo sapiens 


cotel 


85 


28 


1931 


gi23 17959 


murid 

herpesvirus 4 


tegument protein 


78 


25 


1931 


gi6625627 


murid 

herpesvirus 4 


64 


78 


25 


1 1932 


AAB92770 


Homo sapiens 


HELI- Human protein sequence SEQ 


441 


43 
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S 
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ID NO: 11245. 






1 O^O 1 


rri i ^ 1 nnn^Q 

gll J 1 VJUU Ji? 


lV/fnc rmicrMiliid 

1VXU.O lllU-o^LilUo 


zinc fineer Drotein ZFEND 


441 


43 \ 






11VJ111VJ S<IL/1vHij 


zinc fineer protein 


397 


42 "I 


1933 


AAU78843 


Homo sapiens 


GLAX Human SCAN/KRAB protein 
associated with a Th2 phenotype 
(SKAT-2). 


4163 


99 


1 Q11 
1 yjD 


gl".7U -> OuU 


T-Tomo ^anipns 


zinc fineer protein ZNF287 


4142 


100 


1933 


gil 1527849 


Mus musculus 


zinc finger protein SKAT2 


3419 


82 | 


1 O'l/I i 

Lyon 


AAUU /ooj 


TJ f~\ oaniPTlc 
X1UI1MJ adLJldlo 


WHED Polypeptide sequence for 
human hspGl. 


1199 


68 


1 0*2/1 1 

iyj4 | 


rri 1 Q7^ 
gll J OU D 5 / J 


X1UI11U odLJlCllo 


TRP-associated factor II 0 


1199 


68 




rri 1 1 877971 

gll lo / /Z / 1 


iiUiiitJ aa-LJiciia 


dJ738A13 1 fsimilar to TBP (TATA 
box binding protein)) 


1089 


69 


1 Q"2 ^ 1 


gloU^H-ZUO 


pnnipnlii*? 


riota^sinm channel K.vl.5 

IJVj LCtOullllll V/Jl AUlill V X T a 


95 


31 


1 Ql^ \ 
LyJJ 




Orvr to! a cm <5 

nmiOllIll*? 

V 11 1 1 lv U.X L-IO 


voltaee-eated potassium channel Kvl.5 


95 


31 


1935 


gil060973 


Oryctolagus 

fiini fin Ins 


Potassium channel 


95 


31 


1936 


gil098934 


Mus musculus 


Dermo-1 


810 


100 


1 Q^l^ 


rx^A^ *\OOQ9 

gl^f 1 DUol/Z 


IVdLlUo 

norvegicus 


dermo-1 protein 


810 


100 


lyjo 


gii / joy / y i 




dermis expressed 1 


810 


100 


1937 


gil3752754 


Homo sapiens 


zinc finger 1111 


2345 


58 


193 / 


• 1 /I AOQQ 

gi iU4 z njj>yo 


nomo bapiCIla 


FT T00032 rjrotein 


2290 


59 


1937 


AAB95862 


Homo sapiens 


HELI- Human protein sequence SEQ 
TD NO- 18929 


2085 


59 


1938 


gil 043 2400 


Homo sapiens 


dJ947L8.1.1 (novel CUB and Sushi 
( S5CR reneaO domain protein) 


1300 


100 


1938 


AAU11817 


Homo sapiens 


UYLE- Cancer and neurogenesis 
associated srene variant 5R23V2. 


1225 


58 


1938 


AAU11816 


Homo sapiens 


UYLE- Cancer and neurogenesis 
associated gene, variant 5R-3V2. 


1225 


58 


1939 


gil0432400 


Homo sapiens 


dJ947L8.1.1 (novel CUB and Sushi 
fSCR reneatj domain protein^ 


395 


95 




AATT11R17 
\ AAU 1 1 o 1 / 


nomo bdpieiia 


T TYT F- Cancer and neurogenesis 
associated gene, variant 5R23V2. 


256 


56 


1 mo 


A ATT1 1Q1 A 
I J\J\\J 1 lo lO 


nomo bapiCIla 


TTVT F- Cancer and neuroeenesis 
associated gene, variant 5R-3V2. 


256 


56 


1940 


gi65 62077 


Homo sapiens 


cB33F2,l (PUTATIVE novel protein 

cimilar to r^-fpTtninal naTts of APOL 

(apolipoprotein L) and TNF-inducible 

i*vrrvh»*lTl ^rrl 9-1 1 


134 


31 


1940 


gil3384259 


Homo sapiens 


apolipoprotein L6 


134 


31 


1940 


AAUlioyz 

• 


rlomo sapiens 


TTVQTh Tinman r»oKmpntidp STCO TD 

IT. I O l—i 1 1 L4.li.ldll Vjlj' jJC IJ IIV-IV-/ uL/y ±is 

NO 27784. 


128 


32 


1941 


ABB 11454 


Homo sapiens 


HYSE- Human breast cancer 
associated Ag homologue, SEQ ID 
NO: 1824. 


9267 


99 


1941 


AAU00416 


Homo sapiens 


ADRE- Human cell regulatory protein 
pl93. 


3439 


63 


1941 


AAU15867 


Homo sapiens 


HUMA- Human novel secreted protein, 
Seq ID 820. 


2310 


99 


1942 


AAB43431 


Homo sapiens 


HUMA- Human cancer associated 
protein sequence SEQ ID NO: 876. 


869 


90 
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1942 


gil7932972 


Homo sapiens 


ribosomal protein S9 


869 


90 


1942 


gil2654005 


Homo sapiens 


Similar to ribosomal protein S9 


869 


90 
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972 


BL01033 


Globins profile. 


BL01033A 16.94 3.250e-20 26-47 


972 


PR00612 


ALPHA HAEMOGLOBIN SIGNATURE 


PR00612E 9.04 7.000e-19 103- 
119 PR00612A 8.64 5.800e-14 
16-28 PR00612B 10.92 1.000e-13 
33-43 PR00612C 12.16 2.286e-13 
4S-S7 


972 


PR00611 


ERYTHROCRUORIN FAMILY 
SIGNATURE 


PR00611A 15.91 5.829e-09 26-48 


973 


PR00116 


ARGINASE SIGNATURE 


PR00116D 14.91 4.130e-34 209- 
238 PR00116B 1 1.58 9.571e-34 
120-147 PR00116A 5.84 1.563e- 
19 97-112 PR00116E 12.56 
7 RS7e-15 244-258 PR00116C 
12.61 2.286e-12 177-195 


973 


BL00147 


Arginase family proteins. 


BL00147E 15.08 7.158e-32 208- 
238 BL00147D 15.27 3.000e-22 
120-142 BL00147A 20.22 
7.750e-17 10-33 BL00147C 9.48 
1 000e-12 97-108 BL00147F 
10.93 5.500e-12 252-262 
BL00147B 6.88 1.000e-08 49-56 


974 


PR00116 


ARGINASE SIGNATURE 


PR00116B 11.58 9.571e-34 120- 
147 PR00116C 12.61 7.000e-22 
177-195 PR00116A5.84 1.563e- 
1Q 07-11? PR00116E 12 56 
7.857e-15 244-258 PR00116D 
14.91 3.298e-10 209-238 


974 


BL00147 


Arginase family proteins. 


BL00147D 15.27 3.000e-22 120- 
142 BL00147A 20.22 7.750e-17 
10-33 BL00147C9.48 1.000e-12 
Q7 108 RT 001 47F 1 0 5 500e- 
12 252-262 BL00147B 6.88 
1.000e-08 49-56 


975 


PR00116 


ARGINASE SIGNATURE 


PR00116D 14.91 4.130e-34 208- 
237 PR00116B 11.58 9.571e-34 
120-147 PR001 1 6C 12.61 7.000e- 
22 158-176 PR00116A5.84 
1 563e-19 97-112 PR00116E 

L , UJ v i. *f l X X X x^+\j \j x x t 

12.56 7.857e-15 243-257 


975 


BL00147 


Arginase family proteins. 


tdt 001 47F 1 S OR 7 158e-^2 207- 
237 BL00147D 15.27 3.000e-22 
190-142 BL00147A20 22 
7 750e-17 10-33 BL00147C 9.48 
1.000e-12 97-108 BL00147F 
10 93 5.500e-12 251-261 
BL00147B 6.88 1.000e-08 49-56 


979 


PR00403 


WW DOMAIN SIGNATURE 


PR00403B 12.19 2.969e-15 307- 
321 


979 


BL01159 


WW/rsp5/WWP domain proteins. 


BL01159 13.85 3.172e-14 307- 
321 


979 


BL00297 


Heat shock hsp70 proteins family proteins. 


BL00297G 21.87 5.358e-09 3-57 


980 


PR00403 


WW DOMAIN SIGNATURE 


PR00403B 12.19 2.969e-15 307- 
321 


980 


BL01159 


WW/rsp5/WWP domain proteins. 


BL01159 13.85 3.172e-14 307- 
321 
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980 


BL00297 


Heat shock hsp70 proteins family proteins. 


BL00297G 21.87 5.358e-09 3-57 


981 


BL0003 1 


Nuclear hormones receptors DNA-binding 
region pru tenia. 


BL00031A 19.55 3.348e-31 11-43 
BL00031B 22.25 2.946e-22 45-76 


981 


PR00398 


STEROID HORMONE RECEPTOR 


PR00398A 14.44 7.750e-14 11-28 
PR00398C 13.47 8.657e-14 53-71 


981 


PR00350 


VITAMIN D RECEPTOR SIGNATURE 


PR00350A 10.48 1.692e-16 11-27 
PR00350B 9.35 3,093e-13 28-47 


981 


PR00047 


C4-TYPE STEROID RECEPTOR ZINC 


PR00047B 7.63 3.348e-17 27-42 
PR00047A 15.70 2.200e-16 11-27 
PR00047C 5.40 5.000e-10 60-68 
PR00047D 13.53 2.607e-09 68-76 


983 


PF00929 


Exonuclease. 


PF00929D 16.17 7.366e-09 129- 
142 


986 


PF00791 


Domain present in ZO-1 and Unc5-like 
netrm receptors. 


PF00791B 28.49 3.636e-ll 189- 
243 PF00791B 28 49 1.413e-09 
156-210 PF00791B 28.49 5.128e- 
09 90-144 


986 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 6.571e-ll 189- 
204 PF00023A 16.03 9.571e-ll 
90-105 PF00023B 14.20 5.500e- 
09 86-95 


986 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 6.870e-09 83-95 


987 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 2.000e-35 10-48 


987 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 6.400e-16 541- 
553 PD00066 13.92 8.200e-16 
401-413 PD00066 13.92 8.200e- 
16 569-581 PD00066 13.92 
2.800e-14 513-525 PD00066 
13.92 5.200e-14 485-497 
PD00066 13.92 7.600e-l4 373- 
^RS PDOOOfifi 1 3 92 2 500e-13 
457-469 PD00066 13.92 4.000e- 
13 429-441 PD00066 13.92 
8.000e-13 289-301 PD00066 
13.92 4.000e-12 261-273 
PD00066 13.92 1.391e-ll 233- 
245 PD00066 13.92 8.435e-ll 
345-357 PD00066 13.92 8.269e- 
10 317-329 


987 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 8.875e-16 578- 
591 PR00048A 10.52 3.455e-15 
298-311 PR00048A 10.52 
4.000e-14 242-255 PR00048A 
10.52 9.250e- 14 466-479 
PR00048A 10.52 1.000e-13 270- 
283 PR00048A 10.52 2.929e-13 
494-507 PR00048A 10.52 
3.571e-13 438-451 PR00048A 
10.52 8.714e-13 550-563 
PR00048A 10.52 9.357e-13 410- 
423 PR00048A 10.52 6.824e-12 
382-395 PR00048A 10.52 
7.158e-ll 354-367 PR00048B 
6.02 7.231e-ll 398-407 
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PR00048A 10.52 1.000e-10 522- 
535 PR00048B 6.02 2.688e-10 
370-379 PR00048B 6.02 2.688e- 
10 538-547 PR00048B 6.02 
5.500e-10 230-239 PR00048B 
6.02 5.500e-10 510-519 
PR00048B 6 02 6,625e-10 314- 
323 PR00048A 10.52 7.261e-10 
214-227 PR00048B 6.02 7.750e- 
10 566-575 PR00048B 6.02 
1.474e-09 258-267 PR00048A 
10.52 3.520e-09 326-339 
PR00048B 6.02 5.737e-09 482- 
491 PR00048B 6.02 8.579e-09 
594-603 


987 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 2.588e-14 301- 
317 BL00028 16.07 3.647e-14 
581-597 BL00028 16.07 2.350e- 
13 245-261 BL00028 16.07 
4.150e-13 469-485 BL00028 
16.07 6.850e-13 525-541 
BL00028 16.07 2.174e-12 497- 
513 BL00028 16.07 2.565e-12 
413-429 BL00028 16 07 6.087e- 
12 273-289 BL00028 16.07 
9.217e-12 357-373 BL00028 
16 07 1 000e-ll 385-401 
BL00028 16.07 2.731e-ll 553- 
569 BL00028 16.07 4.462e-l 1 
441_457 BL00028 16.07 5.846e- 
11 217-233 BL00028 16.07 
8.97 le-09 329-345 


990 


BL00453 


FKBP-type peptidyl-prolyl cis-trans 
isomerase proteins. 


BL00453B 23.86 6.538e-26 222- 
255 BL00453A 15.57 8.364e-12 
190-204 


990 


PR00280 


CHANNEL FORMING COLICIN 
SIGNATURE 


PR00280A 11.09 8.227e-09 225- 
240 


992 


T5T AATCA 

BLUU75U 


Onaperonms iLJr-i proteins. 


BL00750A 20 07 1 000e-32 23-65 
BL00750G 20.12 4.194e-30 386- 
425 BL00750F 18.40 1.000e-27 
325-365 BL00750H 21.44 
3.769e-23 443-477 BL00750E 
24 59 6 657e-19 251-287 
BL00750C 25.65 7.923e-18 100- 
131 BL00750D 16.16 9.625e-13 
150-168 


992 


PR00304 


TAILLESS COMPLEX POLYPEPTIDE 1 
(CHAPERONE) SIGNATURE 


PR00304A 9.20 7.088e-16 32-48 
PR00304D 11.04 7.462e-16 328- 
350 PR00304E7.79 1.237e-ll 
362-374 PR00304B 11.60 8.500e- 
10 54-72 


997 


BL00972 


Ubiquitin carboxyl-terminal hydrolases 
family 2 proteins. 


BL00972D 22.55 2.385e-18 1197- 
1221 BL00972A 11.93 7.120e-18 
423-440 BL00972E 20.72 3.250e- 
13 1223-1244 BL00972C 16.48 
4.960e-ll 567-581 BL00972B 
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Q AC Q 9£Qp-1 0 R 

y.*40 o. z.oyc- L\j j\j^--jio 


1002 


PR00219 


SYNAPTOBREVIN SIGNATURE 


PR00219B 5.46 7.592e-09 383- 


1005 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL00115Z 3.12 4.838e-09 591- 
639 


1006 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL001 15Z 3.12 4.838e-09 489- 
537 


1007 


BLO0037 


Myb DNA-binding domain proteins repeat 
proteins proteins. 


■ht r\r\nnn A 1 /I /TO o CT1 „ 1 1 (in ftft 

BL00037A 16. oo J.j / le-1 1 o/-yu 


1007 


PF00569 


Zinc finger present in dystrophin, 
CBP/p300. 


PF00569 13.42 4.214e-10 20-36 


1008 


PR00141 


PROTEASOME COMPONENT 
SIGNATURE 


PR00141A 11.36 2.714e-18 80-95 
PR00141D 12.45 1.000e-15 290- 
301 PR00141B 11.15 3.400e-15 

<"> C A ^ £ C T» T"» AA 1 /II (~~* 11 1 C ft A T 1 a. 

L$A-ltt PR00141C 1 I.Ij y.4/ le- 
14 265-276 


1008 


BL00854 


Proteasome B-type subumts proteins. 


i~» t i\r\ o z a /—» on no 1 to 1 a 1 ft 0 1 ^7 

BL00854C 29.92 1 .391e-iy 2,3 /- 
265 BL00854A 33.93 5.701e-12 
77-122 BL00854A 33.93 2.333e- 
09 130-175 BL00854D 13.76 

1 /I AA„ Aft TOO OQ7 

3.4UUe-uy zoo-/y / 


1011 


PR00625 


DNAJ PROTEIN FAMILY SIGNATURE 


PR00625B 13.48 4.309e-10 86- 
106 


1011 


BL00636 


Nt-dnaJ domain proteins. 


BL00636B 15.11 z./joe-(jy oo- 
106 


1012 


DM01782 


HYDROGENASE (FE) LARGE CHAIN. 


DM01782F 9.01 3.382e-13 320- 
335 DM01782C 13.88 2.920e-ll 
173-191 DM01782B 17.29 
9.511e-ll 118-150 


1013 


PRO0049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 6.672e-l 1 772- 
786 PR00049D 0.00 1.458e-09 
670-684 


1013 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 2.373e-09 591- 

/Too rvlv l AAl 1 C 1ft A1 A Q 1 /la ftft 

623 DM00215 19.43 4.5i4e-Uy 
655-687 DM00215 19.43 6.034e- 

ftft (LQ1 

uy oj>i-oo3 


1013 


PR00671 


T-k. tt -r-r-i— t t\ T T-» 1— < rri a T"k /""IT T A TTv T O T /~» TV T A TT TT"> T? 

INHIBIN BETA B CHAIN SIGNATURE 


T>T> ftft^*7 1D /I Oft Q 1 ft^/=* HO 1f\A 

rRUUo/l-D 4.zy o.lUje-uy /Oh- 


1013 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021B 7.29 8.676e-09 602- 
611 


1014 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030A 14.39 8.615e-14 36-54 


1015 


PD00126 


PROTEIN REPEAT DOMAIN TPR 
NUCLEA. 


PD00126A 22.53 3,172e-09 664- 
684 


1016 


PF00521 


DNA gyrase/topoisomerase IV, subunit A. 


PF00521G 18.47 7.904e-09 58-91 


1017 


PF00521 


DNA gyrase/topoisomerase IV, subunit A. 


PF00521G 18.47 7.904e-09 58-91 


1018 


BL00227 


Tubulin subunits alpha, beta, and gamma 
proteins. 


105 BL00227C 25.48 1.000e-40 
126-177 BL00227D 18.46 
1.000e-40 236-289 BL00227F 
21.16 3.793e-36 395-448 
BL00227A 24.55 2.607e-31 2-35 
BL00227E 24.15 2.667e-23 344- 
378 


1019 


PF00152 


tRNA synthetases class II. 


PF00152C 28.03 5.500e-30 390- 
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426 PF00152D 21.30 2.161e-29 
595-633 PF00152B 15.67 4.4 14e- , 
16 339-363 PF00152A 19.68 
2.552e-15 200-222 


1020 


PD00301 


PROTEIN REPEAT MUSCLE 
CALCIUM-BI. 


PD00301A 10.24 9.100e-09 65-75 


1022 


PR00793 


PROLYL AMINOPEPTIDASE (S33) 
FAMILY SIGNATURE 


PR00793C 12.24 1.333e-09 142- 
156 


1022 


PR00111 


ALPHA/BETA HYDROLASE FOLD 
SIGNATURE 


PR00111C 13.46 6.000e-09 156- 1 
169 


1025 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 7.750e-37 39-77 ~1 


1025 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.000e-15 316- | 
332 BL00028 16.07 4.600e-13 
A9R AAA "RT 00078 1 6 07 6 850e- 
13 344-360 BL00028 16.07 
8.650e-13 372-388 BL00028 
16.07 4.130e-12 400-416 
BL00028 16.07 6.087e-12 288- 
304 BL00028 16.07 1.000e-ll 
232-248 BL00028 16.07 4.808e- 
11 260-276 BL00028 16.07 
5.154e-ll 456-472 


1025 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 7.300e-17 304- 
316 PD00066 13.92 4.462e-15 
97 fx 9RR PD00066 11 92 4 462e- 

15 416-428 PD00066 13.92 
2.800e-14 388-400 PD00066 
13.92 6. 143e-12 332-344 
PD00066 13.92 7.000e-12 444- 
456 PD00066 13.92 7.652e-ll 
248-260 PD00066 13.92 2.500e- 
09 220-232 PD00066 13.92 
4.300e-09 472-484 


1025 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 3.250e-14 453- 
466 PR00048A 10.52 2.929e-13 
341-354 PR00048A 10.52 
7.429e-13 285-298 PR00048A 
10.52 3. 118e-12 313-326 
PR00048A 10.52 4.176e-12 229- 
242 PR00048A 10.52 4.176e-12 
425-438 PR00048B 6.02 6.000e- 
12 385-394 PR00048A 10.52 
6.824e-12 257-270 PR00048A 

i a co o /to loll 7Q7_zl1 O 

PR00048B 6.02 3.077e-l 1 413- 

H-ZZ "in.UUu'tOD \J.\JjL O.U1 JC"1 1 

301-310 PR00048B 6.02 7.188e- 
10 441-450 PR00048B 6.02 
8. 875e-10 329-338 PR00048A 
10.52 6.400e-09 369-382 
PR00048B 6.02 7.158e-09 273- 
282 


1025 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULATION AC. 


PD02462A 22.48 8.024e-09 393- | 

427 J 


1026 


BL00018 


1 EF-hand calcium-binding domain proteins. 


BL00018 7.41 8.435e-09 492-504H 
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1030 


BL00114 


Pnospnoribosyl pyropnospnaie synineuibe 
proteins. 


BL00114D 21.45 8.000e-29 270- 
320 BL00114B 15.90 7.000e-28 
139-184 BL00114A 17.22 
2.742e-25 90-136 BL00114E 
14 48 9.795e-16 355-378 
BL00114C 18.22 5.613e-ll 199- 
233 


1032 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 7.032e-09 333- 
365 


1033 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins, 


BL00030A 14.39 4.375e-12 305- 
323 


1033 


PD02784 


PROTEIN NUCLEAR 

T> TT3 OXTT TOT T7 OPT? OTP TM 


PD02784C 20.76 5.858e-09 300- 
345 


I 1 AO /I 

1034 


T> T AA^ 1 Q 


Ainc linger, v^j>xj.v_/ < t type ^xvj-i>vj img^i^, 
proteins. 


BL00518 12.23 7.000e-10 34-42 


1035 


TTCA 1 A/CO 


.r utative memDrane proiciii. 


PF01062D 18.73 7.882e-25 188- 
231 PF01062F 17.08 1.960e-22 
291-344 PF01062B 15.58 4.343e- 
16 127-156 PF01062C 15.18 
5.269e-ll 157-187 PF01062E 
16.81 2.182e-09 279-322 


I 1 ATI 

1037 


nT AAA/1 O 


r rotarnine r i pruieiiib. 


BL00048 6.39 2.238e-09 83-109 


1037 


PR00299 


ALPHA CRYSTALLIN SIGNATURE 


PR00299F 13.20 2.367e-09 220- 
241 


1039 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 2.800e~12 55-68 
PR00019A 11.19 4.000e-09 77-90 
PR00019B 1 1.36 8.560e-09 74-87 


1040 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 2.800e-12 55-68 
PR00019A 11.19 4.000e-09 77-90 
PR00019B 11.36 8.560e-09 74-87 


1042 


BL00453 


FKBP-type peptidyl-prolyl cis-trans 

IbUIIlciabC |JliJLCiiio. 


BL00453B 23.86 6.500e-20 232- 
265 


1 1 rk/i i 


DT All £A 


T^inp^cin liaVit rViain rfnpat irroteins 


BL01160B 19.54 6.568e-09 676- 
729 


1 HA 7 


.T IT U vVJH D 


frlntAthinnp S-transferases 


PF00043 21.83 3.647e-22 36-65 


1043 


PR00455 


TETR BACTERIAL REGULATORY 
PROTFIN HTH SIGNATURE 


PR00455B 17.47 5.227e-09 42-65 


1044 


PF00043 


Glutatliione S-transferases. 


PF00043 21.83 3.647e-22 54-83 


1044 


PR00455 


TETR BACTERIAL REGULATORY 
PROTEIN HTH SIGNATURE 


PR00455B 17.47 5.227e-09 60-83 


1045 


PF00043 


Glutathione S-transferases. 


PF00043 21.83 3.647e-22 54-83 


1045 


PR00455 


T^CTD D A PTT7T) TAT PThOTTT A TOP V 

PROTEIN HTH SIGNATURE 


PR00455B 17 47 5.227e-09 60-83 


| 1047 


BL01162 


Quinone oxidoreciuctase / zeia-crysiaiiiii 
proteins. 


BT 01162B 18 11 8.163e-18 65-92 


! 1047 


BL00059 


Zmc-contaimng alconol aenyarogenases 
nroteins 


TK\ noo^OR 1 6 08 6 625e-25 65-92 
BL00059E 32.37 4.536e-22 155- 
201 BL00059D 29.23 6.595e-20 
104-145 BL00059A 13.36 
1.000e-13 34-50 


1047 


BL00064 


L-lactate dehydrogenase proteins. 


BL00064A 21.16 9,514e-09 157- 
194 


I 1047 


PR00086 


L-LACTATE DEHYDROGENASE 
SIGNATURE 


PR00086A 16.12 9.870e-09 157- 
181 


[1049 


PR00565 


DOPAMINE 1 A RECEPTOR 


PR00565D 8.94 5.648e-10 222- 
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SIGNATURE 


240 


1050 


BL00152 


ATP synthase alpha and beta subunits 
proteins. 


BL00152A 15.38 8.147e-09 174- 
199 


1054 


PF0073 1 


AIR carboxylase. 


PF00731C 23.16 7.333e-35 319- 
361 PF00731B 19.47 7.429e-28 
281-317 PF00731A 19.32 6.333e- 
Ah z ju-z / o 


1054 


BL01057 


SAICAR synthetase proteins. 


BL01057B 26.96 8.560e-28 31-65 
tjt ai Acarx i q qa f> nnn^ 1 s 1 i a~ 

133 BL01057C 12.89 4.913e-17 
93-107 BL01057F 12.94 5.286e- 
16 185-199 BL01057E 11.12 
9.400e-16 166-179 BL01057G 
9.73 8.200e-ll 206-217 
BL01057A 7.65 3.912e-10 16-26 


1056 


PR00761 


BIND IN PRECURSOR SIGNATURE 


PR00761E 14.32 1.700e-10 122- 
140 


1061 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 5.500e-13 191- 
207 BL00028 16.07 5.500e-13 
247-263 BL00028 16.07 8.650e- 
13 695-711 BL00028 16.07 
4.130e-12 275-291 BL00028 
16.07 6.087e-12 331-347 
BL00028 16.07 6.870e-12 667- 
683 BL00028 16.07 7.261e-12 
611-627 BL00028 16.07 1.346e- 
11 499-515 BL00028 16.07 
2.038e-ll 219-235 BL00028 
16.07 2.385e-ll 555-571 
BL00028 16.07 4.462e-ll 359- 
375 BL00028 16.07 4.808e-ll 

A A"l A Cfl T~) T AAAOQ 1 (1 (yi C 1 C /I q 

11 471-487 BL00028 16.07 
9.308e-ll 583-599 BL00028 
16.07 1.300e-10 163-179 
BL00028 16.07 5.500e-10 639- 
655 BL00028 16.07 5.500e-10 
723-739 BL00028 16.07 6.700e- 
10 387-403 BL00028 16.07 
7.300e-10 303-319 


1061 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 4.462e-15 347- 
359 PD00066 13.92 2.800e-14 
207-219 PD00066 13.92 2.800e- 
14 375-387 PD00066 13.92 
5.200e-14 319-331 PD00066 
13.92 5.200e-14 599-611 
PD00066 13.92 8.800e-14 487- 
499 PD00066 13 92 1 500e-13 
459-471 PD00066 13.92 3. OOOe- 
13 683-695 PD00066 13.92 
5. OOOe- 13 431-443 PD00066 
13.92 6.500e-13 179-191 
PD00066 13.92 4.000e-12 235- 
247 PD00066 13.92 4.429e-12 
655-667 PD00066 13.92 4.857e- 
12 711-723 PD00066 13.92 
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9.143e-12 123-135 PD00066 

n Q9 4 QHp 11 40^-41 ^ 
I j.yz H.7i jc-i i hvjj ti j 

PD00066 13.92 7.261e-ll 571- 
583 PD00066 13.92 7.261e-ll 
627-639 PD00066 13.92 3.077e- 
10 291-303 PD00066 13.92 
5.846e-10 515-527 PD00066 
13.92 7.231e-10 151-163 
PD00066 13.92 1.900e-09 263- 
275 


1061 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.750e-14 244- 
257 PR00048A 10.52 2.929e-13 
188-201 PR00048A 10.52 
7.429e-13 552-565 PR00048A 
10.52 8.714e-13 664-677 
PR00048A 10.52 1.529e-12 328- 
341 PR00048A 10.52 5.235e-12 
636-649 PR00048A 10.52 
6.824e-12 608-621 PR00048A 
10.52 8.412e-12 216-229 
PR00048A 10.52 8.941e-12 356- 
369 PR00048A 10.52 9.471e-12 
496-509 PR00048A 10.52 
1.000e-ll 692-705 PR00048A 
10.52 2.421e-ll 440-453 
PR00048B 6.02 4.462e-ll 372- 
381 PR00048A 10.52 5.737e-ll 
720-733 PR00048A 10.52 
6.21 le-11 300-313 PR00048B 
6.02 6.538e-ll 596-605 
PR00048A 10.52 9.526e-ll 272- 
285 PR00048A 10.52 1.000e-10 
580-593 PR00048B 6.02 1.563e- 
10 428-437 PR00048A 10.52 
1.783e-10 160-173 PR00048B 
6.02 3.250e-10 204-213 
PR00048A 10.52 4.522e-10 468- 
481 PR00048B 6.02 6.063e-10 

7.652e-10 384-397 PR00048B 
6.02 7.750e-10 344-353 
PR00048B 6.02 1.947e-09 316- 
325 PR00048B 6.02 3.842e-09 
512-521 PR00048B 6.02 4.789e- 
09 708-717 PR00048B 6,02 
7.158e-09 288-297 PR00048B 
6.02 9.053e-09 456-465 


1064 


"T>T AAAOO 


Zvinc linger, ^zriz type, Liuiiiaiij. piuLcms. 


BL00028 16.07 2.929e-16 332- 
348 BL00028 16.07 8.714e-16 
668-684 BL00028 16.07 6.824e- 
14 220-236 BL00028 16.07 
7.353e-14 696-712 BL00028 
16.07 8.941e-14 360-376 
BL00028 16.07 5.500e-13 276- 
292 BL00028 16.07 1.391e-12 
192-208 BL00028 16.07 3. 348e- 
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12 612-628 BL00028 16.07 
4.130e-12 500-516 BL00028 
16.07 4.522e-12 304-320 
BL00028 16.07 8.043e-12 556- 
572 BL00028 16.07 1.000e-ll 
388-404 BL00028 16.07 l.OOOe- 
11 416-432 BL00028 16.07 
4.115e-ll 584-600 BL00028 

1 A AT S 9AQ<= 1 1 7^9 

lO.U/ 0.Z07C-1 1 / JZ-/UO 

BL00028 16.07 1.300e-10 724- 
740 BL00028 16.07 1.600e-10 
472-488 BL00O28 16.07 3. lOOe- 
10 248-264 BL00028 16.07 
3. 400e- 10 444-460 BL00028 
16.07 7.300e-10 528-544 
BL00028 16.07 4.857e-09 640- 
656 


1064 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.545e-15 665- 
678 PR00048A 10.52 2.500e-14 
329-342 PR00048A 10.52 
5.500e-14 553-566 PR00048A 
10.52 8.500e-14 217-230 
PR00048A 10.52 9.250e-14 497- 
510 PR00048A 10.52 2.929e-13 
273-286 PR00048A 10.52 
2.929e-13 301-314 PR00048A 
10.52 4.214e-13 693-706 
PR00048A 10.52 5.500e-13 609- 
622 PR00048A 10.52 5.500e-13 
749-762 PR00048A 10.52 
6.143e-13 413-426 PR00048A 
10.52 4.176e-12 357-370 
PR00048B 6.02 8.000e-12 625- 
634 PR00048A 10.52 5.737e-ll 
385-398 PR00048A 10.52 
9.526e-ll 189-202 PR00048A 
10.52 9.526e-ll 525-538 
PR00048A 10.52 1.783e-10 721- 
734 PR00048B 6.02 3.250e-10 
289-298 PR00048B 6.02 3.250e- 
10 429-438 PR00048B 6.02 
3.813e-10 485-494 PR00048A 
10.52 4.522e-10 581-594 
PR00048A 10.52 5.696e-10 469- 
482 PR00048B 6.02 8.313e-10 
513-522 PR00048B 6.02 8.3 13e- 
10 709-718 PR00048B 6.02 
ft 313e-10 737-746 PR00048A 
10.52 9.609e-10 637-650 
PR00048B 6.02 1.000e-09 457- 
466 PR00048B 6.02 2.895e-09 
541-550 PR00048B 6.02 3.842e- 
09 569-578 PR00048B 6.02 
7.158e-09 261-270 PR00048A 
10.52 7.840e-09 245-258 
PR00048B 6.02 9.053e-09 597- 
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606 


1064 


PD00066 

■ 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 7.231e-15 600- 
612 PD00066 13.92 2.800e-14 
292-304 PD00066 13.92 2.800e- 
14 488-500 PD00066 13.92 
2.800e-14 628-640 PD00066 
13.92 5.200e-14 544-556 
PD00066 13.92 3.000e-13 572- 
584 PD00066 13.92 3.500e-13 
264-276 PD00066 13.92 6.000e- 
13 208-220 PD00066 13.92 
3. 143e-12 740-752 PD00066 
13.92 3.739e-ll 656-668 
PD00066 13.92 5.304e-ll 320- 
332 PD00066 13.92 5.304e-ll 

10 684-696 PD00066 13.92 

O.yOZC-lu DIO-jZo rUU\J\J\J\J 

13.92 2.200e-09 460-472 

PF>nno^ 1^0?^ 40(V-09 712- 

724 PD00066 13.92 8.500e-09 
^76-^88 PD00066 11 92 8 500e- 
09 432-444 PD00066 13.92 
o 400e-09 236-248 


1069 


PR00042 


FOS TRANSFORMING PROTEIN 

QT/TM A TT TP "R 


PR00042D 8.97 6.185e-09 49-70 


1070 


BL00113 


Adenylate kinase proteins. 


BL00113A 12.74 3.077e-09 575- 
591 


1070 


PR00852 


XERODERMA PIGMENTOSUM GROUP 

T\ t)t» ATP TNT QTfTW A TT TT? F 


PR00852A 11.93 4.638e-09 504- 
521 


1074 


BL00107 


Protein kinases ATP-binding region 
piotems. 


BL00107A 18.39 6.192e-12 13-43 


1077 


PF01340 


Met Apo-repressor, MetF. 


PF01340B 10.11 6.344e-09 914- 

Z* *J J 


1077 


PD00066 


PROTEIN ZINC-FINGER METAL- 

DTNTAT 

BiJNJJJL 


PD00066 13.92 6.400e-09 126- 

1 JO 


1077 


T>T> AAA/1 O 

PR00U4o 




PR00048A 10 52 7 840e-09 135- 
148 


1079 


t»t» f\r\r\ /i /z 

PR00066 


G PROTEIN SIGNATURE 


PR00066A 10 61 6 674e-09 136- 
153 


1082 


PR00592 


EXTRACELLULAR CALCIUM- 
SENSING RECEPTOR SIGNATURE 


PR00592D 16.76 6.100e-09 2-16 


1082 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 6.803e-09 102- 
135 


1084 


PR00502 


MUTT DOMAIN SIGNATURE 


PR00502B 15.92 4.643e-09 70-85 


1087 


BL00977 


FAD-dependent glycerol-3 -phosphate 

/-] qV-i \rr\ OP T"l P nrntpum 


BL00977A 20.76 9.839e-10 44-95 


1089 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 2.800e-13 250- 
266 BL00028 16.07 4.600e-13 
726-742 BL00028 16.07 6.850e- 
13 334-350 BL00028 16.07 
1.391e-12 502-518 BL00028 
16.07 1.391e-12 809-825 
BL00028 16.07 4.130e-12 362- 
378 BL00028 16.07 4.913e-12 
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110-126 BL00028 16.07 6.478e- 
12 222-238 BL00028 16.07 
1.692e-ll 698-714 BL00028 
16.07 3.769e-ll 418-434 
BL00028 16.07 3.769e-ll 614- 
630 BL00028 16.07 7.231e-l 1 
306-322 BL00028 16.07 7.577e- 
11 390-406 BL00028 16.07 
8.615e-ll 446-462 BL00028 
16.07 2.200e-10 194-210 
BL00028 16.07 2.800e-10 474- 
490 BL00028 16.07 3.400e-10 
670-686 BL00028 16.07 6.100e- 
1 n n^A Hid PIT 00098 1 fi 07 

8.500e-10 642-658 BL00028 
16.07 9.100e-10 138-154 
BL00028 16.07 9.100e-10 530- 
546 BL00028 16.07 1.000e-09 
166-182 BL00028 16.07 l.OOOe- 
09 558-574 BL00028 16.07 
1.257e-09 586-602 BL00028 
16.07 4.857e-09 278-294 


1089 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 1.000e-14 434- 
446 PD00066 13.92 8.200e-14 
154-166 PD00066 13.92 8.200e- 
14 210-222 PD00066 13.92 
8.200e-14 238-250 PD00066 
13.92 8.200e-14 266-278 
PD00066 13.92 8.200e-14 350- 
362 PD00066 13.92 8.200e-14 
742-754 PD00066 13.92 3.000e- 
13 714-726 PD00066 13.92 
7.500e-13 322-334 PD00066 
13.92 1.000e-12 518-530 
PD00066 13.92 1.000e-12 630- 
642 PD00066 13.92 2.714e-12 
602-614 PD00066 13.92 3. 143e- 
12 574-586 PD00066 13.92 
5.714e-12 797-809 PD00066 
13.92 1.783e-ll 686-698 

DTlAAn^^ 1 *X Q"> A ^llt* 1 1 AClfit- 

JrJL/UUUOO Lj.yz ^.DZZe-l 1 HVO- 

418 PD00066 13.92 7.261e-ll 

11 490-502 PD00066 13.92 
2.385e-10 294-306 PD00066 
13.92 5.846e-10 462-474 
PD00066 13.92 6.100e-09 770- 
782 PD00066 13.92 7.300e-09 
658-670 


1089 


BL00245 


Phytochrome chromophore attachment site 
proteins proteins. 


BL00245A 10.40 9.000e-09 308- 
319 


1089 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 6.250e-14 331- 
344 PR00048A 10.52 2.286e-13 
247-260 PR00048A 10.52 
2.929e-13 219-232 PR00048A 
10.52 7.429e-13 275-288 
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PR00048A 10.52 8.714e~13 695- 
708 PR00048A 10.52 1.529e-12 
359-372 PR00048B 6.02 8.000e- 
12 822-831 PR00048A 10.52 
1.947e-ll 499-512 PR00048A 
10.52 5.263e-ll 527-540 
PR00048A 10.52 6.684e-ll 806- 
819 PR00048A 10.52 7.158e-ll 
415-428 PR00048A 10.52 
1.391e-10 751-764 PR00048A 
10.52 2.174e-10 303-316 
PR00048A 10.52 2.174e-10 387- 
400 PR00048B 6.02 3.250e-10 
151-160 PR00048B 6.02 3.250e- 
10 235-244 PR00048B 6.02 
3.250e-10 263-272 PR00048B 
6.02 3.250e-10 739-748 
PR00048A 10.52 3.348e-10 191- 
204 PR00048A 10.52 3.348e-10 
723-736 PR00048A 10.52 
4.130e-10 443-456 PR00048A 
10.52 4.913e-10 667-680 
PR00048B 6.02 4.93 8e- 10 515- 
524 PR00048B 6.02 4.938e-10 
627-636 PR00048A 10.52 
7.261e-10 471-484 PR00048B 
6.02 8.313e-10 347-356 
PR00048B 6.02 8.313e-10 711- 
720 PR00048A 10.52 8.826e-10 
163-176 PR00048A 10.52 

9.217e-10 639-652 PR00048B 

fz no 1 G/i/7<=k no ocn 
o.uz l.y^/e-uy zu/-zio 

PR00048B 6.02 1.947e-09 794- 

803 PR00048A 10.52 2.800e-09 

4.600e-09 135-148 PR00048B 

6 0971 SRe-09 431-440 
PR00048A 10.52 8.560e-09 583- 
596 PR00048B 6 02 1.000e-08 
487-496 


1093 


J3L00z9z 


L^ycnns proierns. 


BL00292A 22 87 6 786e-24 178- 
211 BL00292B 20.31 3.739e-19 
221-251 


1094 


BL00752 


XP A protein. 


BL00752B 19.17 6.289e-09 542- 
585 


1095 




Apple aomarn pro lenis . 


BL00495E 14 56 8.065e-09 527- 
563 


1096 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456F 5.86 5.219e-10 122- 
133 


1103 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 7.545e-l 1 217- 
230 


1105 


BL00845 


CAP-Gly domain proteins. 


BL00845 16.43 6,538e-26 155- 
179 


1105 


BL00299 


Ubiquitin domain proteins. 


BL00299 28.84 9.813e-19 27-78 


1106 


BL00660 


Band 4.1 family domain proteins. 


BL00660B 17.33 4.375e-30 189- 
228 BL00660C 23.36 7.81 le-30 
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268-311 BL00660A 31.50 
^ £S4e-29 106-158 BL00660E 
23.41 1.818e-19 352-374 
BL00660D 13 60 8 147e-18 319- 
342 


1106 


PR00935 


BAND 4.1 PROTEIN FAMILY 
SIGNATURE 


PR00935C 11.98 8.579e-21 207- 
227 PR00935D 10.20 7.750e-14 
268-284 PR00935B 10.58 9.419e- 
13 194-207 PR00935A 10.16 
1.563e-ll 130-142 


1106 


PR00661 


ERM FAMILY blGJNAl UKxS 


C 9 5^ 2 600e-09 203- 

224 


1107 


BL00660 


Band 4. 1 family domain proteins. 


BL00660B 17.33 4.375e-30 189- 
228 BL00660C 23.36 7.81 le-30 
268-311 BL00660A31.50 
1 K^Af* 90 1 06 1 RT 00660F 

23.41 1.818e-19 352-374 

RT OflfifiOr) 1^ 60 8 147e-18 319- 

342 


1107 


PR00935 


BAND 4.1 PROTEIN FAMILY 
SIGN A 1 URL 


PR00935C 11.98 8.579e-21 207- 
797 PT^00Q^5D 10 20 7 750e-14 
268-284 PR00935B 10.58 9.419e- 
13 194-207 PR00935A 10.16 
1.563e-ll 130-142 


1107 


PR00661 


ERM FAMILY SIGNATURE 


PR00661C 9.53 2.600e-09 203- 
224 


1108 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 1.634e-09 590- 
624 PD02059B 24.48 1.634e-09 
595-629 


1108 


BL00415 


Synapsins proteins. 


BL00415N 4.29 5.861e-09 610- 
653 


1108 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 6.143e-14 602- 
634 DM00215 19.43 6.571e-14 
598-630 DM00215 19.43 9.786e- 
14 600-632 DM00215 19.43 
9.413e-13 593-625 DM00215 
19.43 5.313e-12 594-626 
DM00215 19.43 6.625e-12 596- 
628 DM00215 19.43 2.059e-l 1 
597-629 DM00215 19.43 2.235e- 

1 1 coo /CO/1 T»A/Tnn91^ 1Q 

4.375e-10 595-627 DM00215 
19.43 4.857e-10 603-635 
DM00215 19.43 5.982e-10 605- 
637 DM00215 19.43 9.196e-10 
608-640 DM00215 19.43 5.1 19e- 
09 580-612 DM00215 19.43 
6.949e-09 612-644 DM00215 
19.43 8.780e-09 607-639 


1108 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 8.714e-ll 599- 
613 PR00049D0.00 8.941e-ll 
616-630 PR00049D0.00 1.286e- 
10 601-615 PRO0O49D0.00 
1.714e-10 600-614 PR00049D 
0.00 4.071e-10 609-623 
PR00049D 0.00 8.786e-10 598- 
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612 PR00049D 0 00 3 746e-09 
602-616 PR00049D 0.00 4.966e- 
09 615-629 PROO049DO.00 
6. 186e-09 608-622 PR00049D 
0.00 6.186e-09 610-624 
PR00049D 0 00 6 186e-09 612- 
626 PR00049D 0.00 7.102e-09 
614-628 PR00049D 0.00 9.390e- 
09 618-632 


1 1 AO 

1 lUo 




nr TTHTPT TAT QTfTNJ A TT TT? F 


PR00211B0 86 1 276e-ll 606- 
626 PR00211B 0.86 7.796e-ll 
612-632 PR00211B 0.86 6.452e- 
10 610-630 PR00211B 0.86 
9.417e-09 605-625 


1110 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
STGNATT JRE 


PR00320C 13.01 1.783e-ll 436- 
450 PR00320A 16.74 6.897e-l 1 
436-450 PR00320B 12.19 3.057e- 
10 436-450 


1110 


PR00962 


LETHAL(2) GIANT LARVAE PROTEIN 
SIGNATURE 


PR00962D 10.40 4.433e-09 433- 
456 


1111 


BL00795 


Involucrin proteins. 


BL00795C 17.06 3.900e-09 57- 
101 


1115 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 8.642e-26 9-47 


1115 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 1.000e-15 241- 
253 PD00066 13.92 3.077e-15 
400-49 1 PD00066 1 1 92 3 077e- 
15 437-449 PD00066 13.92 
2.800e-14 465-477 PD00066 
13.92 5.800e-14 381-393 
PD00066 13.92 3.143e-12 297- 
309 PD00066 13.92 7.857e-12 
213-225 PD00066 13.92 8.286e- 
12 325-337 PD00066 13.92 
4.462e-10 353-365 


1115 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 6.824e-14 253- 
269 BL00028 16.07 1.450e-13 
393-409 BL00028 16.07 5.500e- 
13 197-213 BL00028 16.07 
3.348e-12 449-465 BL00028 
1 6 07 6 47Se-l 2 337-353 
BL00028 16.07 8.826e-12 365- 
381 BL00028 16.07 9.609e-12 
421-437 BL00028 16.07 3.769e- 
11 477-493 BL00028 16.07 
l.OOOe- 10 225-241 BL00028 
16.07 l.OOOe- 10 281-297 
BL00028 16.07 5.800e-10 309- 
325 


1115 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.000e-13 446- 
459 PR00048A 10.52 8.071e-13 
334.347 PR00048A 10.52 
2.588e-12 390-403 PR00048A 
10.52 2.588e-12 418-431 
PR00048A 10.52 7.882e-12 250- 
263 PR00048B 6.02 1.000e-ll 
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406-415 PR00048B 6.02 l.OOOe- 
11 434-443 PR00048A 10.52 
2.421e-ll 474-487 PR00048B 
6.02 3.769e-ll 238-247 
PR00048B 6.02 6.538e-ll 378- 

1 0^7 TtTi AAA/1 0 A 1A CO 1 Tftl ^ 1 A 

387 PR0Q048A 10.52 l.jyie-lU 
362-375 PR00048A 10.52 

z.JOJe-lU 111-15 J JrKUUU4oA 

10.52 4.522e- 10 306-319 

PR00048B 6.02 2.421e-09 210- 
oio T>T> nnn/i CD no ^ 1 no 

294-303 PR00048B 6.02 4.3 16e- 

7 1 ^Rp 00 4Q0-4QQ 


1115 


DM01970 


0 kw ZK632.12 YDR313C ENDOSOMAL 
III. 


DM01 970A 8.50 7.750e-09 196- 
202 


1116 


DM00099 


4 kw A55R REDUCTASE TERMINAL 
DIHYDROPTERIDINE. 


DM00099B 14.73 8,615e-10 345- 
354 DM00099B 14.73 4.375e-09 
439-448 


1117 


BL01282 


BIR repeat proteins. 


O T A1 0000 OA AQ 1 1 'l^/a 1 0. 97'}_ 

311 


1118 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 7.500e-12 40-55 


1118 


BL00028 


Zmc finger, C2H2 type, domain protenis. 


tjt nnAOQ i A^7 o ncQa 1 A AHQ 

494 BL00028 16.07 6.400e- 13 

DU0-3ZZ DLUUUZO lO.U/ I.O7ZC- 

11 426-442 BL00028 16.07 
2.038e-ll 398-414 BL00028 
16.07 5.500e-ll 370-386 


1118 


PD00066 


PROTEIN ZINC-FINGER METAL- 

T"» T"K. T1*\T 

BINDI. 


PD00066 13.92 5.800e-14 386- 
one Dnnfin^ i ^ oo o oo^a in 

494-506 


1118 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 9.550e-10 215- 
253 


1118 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 8.043e-10 367- 
380 PR00048B 6.02 1.000e-09 
383-392 PR00048A 10.52 
5.320e-09 503-516 PR00048A 

1 a co a t/:a. a a one a r\Q 

10.52 o.7o0e-09 iyj-Wo 


1119 


PR00679 


PROHIBITIN SIGNATURE 


PR00679F 8.03 6.478e-28 207- 
230 PR00679C 14.44 7.677e-22 
136-154 PR00679B 13.63 6.769e- 
20 113-132 PR00679E 12.82 
5.171e-19 182-201 PR00679D 
11.91 9.053e-18 159-175 
PR00679G 6.13 7.882e-17 230- 
246 


1122 


PD00066 


PROTEIN ZINC-FINGER METAL- 

X51IN1J1. 


PD00066 13.92 2.800e-14 243- 

467-479 PD00066 13.92 5.800e- 
14 383-395 PD00066 13.92 
9.400e-14 299-311 PD00066 
13.92 1.500e-13 355-367 
PD00066 13.92 2.500e-13 159- 
171 PD00066 13.92 2.500e-13 
411-423 PD00066 13.92 5.000e- 
13 327-339 PD00066 13.92 



WO 03/029271 PCT/US02/30474 



345 
Table 3 



SEQ ID 


Database 
entry ID 


Description 


Results* 








6.143e-12 215-227 PD00066 
13.92 2.565e-ll 187-199 
PD00066 13.92 7.261e-ll 439- 
451 


1122 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 L000e-15 479- 
495 BL00028 16.07 6.294e-14 
283-299 BL00028 16.07 8.412e- 
14 143-159 BL00028 16.07 
3.250e-13 199-215 BL00028 
16.07 4.150e-13 395-411 

dt nnnoa 1£ A7 9 Q^7p 19 171- 

187 BL00028 16.07 3.348e-12 
311-327 BL00028 16.07 8.435e- 
12 451-467 BL00028 16.07 
1.692e- 11 227-243 BL00028 
16.07 2.038e-ll 255-271 
BL00028 16.07 3.700e-10 367- 
383 BL00028 16.07 5.200e-10 
339-355 


1122 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 6.625e-16 224- 
237 PR00048A 10.52 9.250e-14 
476-489 PR00048A 10.52 
1.643e-13 196-209 PR00048A 
10.52 2.059e-12 392-405 
PR00048A 10.52 3.647e-12 140- 
153 PR00048B 6.02 6.000e-12 
324-333 PR00048A 10.52 
6.294e-12 336-349 PR00048A 
10.52 7.353e-12 252-265 
PR00048A 10.52 7.882e-12 448- 
461 PR00048A 10.52 1.947e-ll 
168-181 PR00048A 10.52 
1.947e-ll 280-293 PR00048A 
10.52 3.368e-ll 308-321 
PR00048B 6.02 7.923e-ll 296- 
305 PR00048B 6.02 1.563e-10 
408-417 PR00048A 10.52 
1.783e-10 364-377 PR00048B 
o.uz ^.ZDue- iu zw-z^y 
PR00048B 6.02 5.500e-10 464- 
473 PR00048B 6.02 1 .947e-09 

1QC\ ICO r>T?nnnAR"R f\ 0.9 9 ZL91 p»- 

09 268-277 PR00048B 6.02 
4.789e-09 184-193 PR00048B 
6.02 6.684e-09 212-221 
PR00048B 6.02 8.579e-09 156- 
165 


1 1 n 
1 1ZZ 




"PVir»vl-\/~vl pctprc / /-I i o r*\/l crl vpf*T"r>1 ViinHinc 
r iiuiDOl csicio / U-ia^yigiyi^ciui uiij.vj.jj.ig 

domain proteins. 


: BL00479A 19 86 5. 610e-10 214- 
236 BL00479A 19.86 9.809e-09 
354-376 


1124 


PR00987 


GLUTAMYL-TRNA SYNTHETASE 
SIGNATURE 


PR00987A 12.14 1.794e-14 40-52 
PR00987D 12.77 3.520e-12 226- 
236 PR00987C 9.71 5.263e-12 
69-82 PR00987B7.26 3.829e-ll 
54.65 PR00987E 12.13 7.975e-09 
242-250 
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AVVyJ VIA Vk7 


1126 


BL00226 


Intermediate filaments proteins. 


BL00226D 19.10 5.821e-10 856- 
902 


1126 


BL00972 


Ubiquitm carboxyl-termmal hydrolases 
family 2 proteins. 


T3T 000791") 99 ^ 4 1Q4e-16 89- 

113 BL00972E 20.72 6.897e-10 
122-143 


1126 


PR00761 


BIND IN PRECURSOR SIGNATURE 


PR00761E 14.32 7.063e-09 428- 
446 


1128 


BL00034 


'Paired box domain proteins. 


r>T nnr\i4A 1 1 i onrif* 40 7&~ 

194 TIT 000^4R 19 ^ ^ 7^0e-34 
19K-164 RT 00034C 14 82 
8.200e-34 168-198 


1128 


PR00027 


PAIRED BOX SIGNATURE 


PR00027C 10.36 7.088e-22 116- 
1 Q7 PR00027B 15 39 5 629e-21 
96-114 PR00027A8.97 1.346e- 
20 78-93 PR00027D 3.72 5.821e- 
20 134-151 


1129 


PF00624 


Flocculm repeat proteins. 


PF00694T 9 10 5 748e-09 314-343 


1137 


PR00838 


VENOM ALLERGEN 5 SIGNATURE 


PR00838G 16.07 2.080e-12 74-93 


1137 


PR00837 


ALLERGEN V5/TPX-1 FAMILY 
SIGNATURE 


PR00837C 17.21 2.588e-10 75-91 
PR00837D 11.12 6.023e-09 102- 

11^ 
1 ij 


1137 


BL01009 


Extracellular proteins SCP/Tpx-l/Ag5/PR- 
1/Sc7 proteins. 


BL01009B 13.88 1.000e-12 62-73 
BL01009D 14.19 8.293e-12 76-96 
BL01009E 13.50 8.642e-09 101- 
116 


1139 


BL01172 


Ribosomal protein L44e proteins. 


BL01172B 14.10 9.270e-36 15-56 
BL01172C 16.78 3.455e-27 63- 
101 BL01172A7.78 4.600e-12 2- 
1 0 


1141 


BL00625 


Regulator of chromosome condensation 
(RCC1) proteins. 


BL00625A 16.21 3.951e-16 166- 
1 o/i TiTnn^i^A 1^01 1 1 ^Rf» 1*5 

iy^f t>L,\J\)OZZ>J\. IO. Zl 1.1jOC-1j 

218-246 BL00625A 16.21 
4.296e-13 308-336 BL00625B 
17.69 2.479e-12 212-245 
BL00625B 17.69 6.301e-12 160- 

302-335 


1141 


PR00597 


GELoOLlJN rAJVLLLY bUjrJNAl UK±L 


PPnOSQ7rr R 5 291e-09 162- 
184 


1141 


PR00633 


CHROMOSOME CUNDJiNoAllUJN 
REGULATOR RCC1 SIGNATURE 


PT?nr>^^^ rr 1 n rn ^ 671 p-09 321 - 

335 PR00633G 13.71 6.000e-09 
9 1 r 9^6 pRnn^^^H" 1^10 

8 573e-09 172-193 PR00633A 
9.32 8.597e-09 178-194 


1145 


DM01206 


CORONAVIRUS NUCLEOCAPSID 
PRO I EIJN . 


DM01206B 10.69 7.722e-09 23- 
49 


1 14R 


PF00791 

± X \J\J 1 Z* X 


Domain nresent in ZO-1 and Unc5-like 
netrin receptors. 


PF00791B 28.49 3.394e-09 581- 
635 


1148 


BL00276 


Channel forming colicins proteins. 


BL00276A 8.87 6.750e-09 375- 
386 


1149 


BL00598 


Chromo domain proteins. 


BL00598 14.45 6.250e-20 28-49 


1149 


PR00929 


AT-HOOK-LIKE DOMAIN SIGNATURE 


PR00929C 5.26 7.341e-ll 72-82 
PR00929A 3.25 4.927e-10 74-84 
PR00929B 4.38 8.380e-10 72-83 


1149 


BL00354 


HMG-I and HMG-Y DNA-binding domain 


BL00354B 3.16 3.959e-10 71-83 
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proteins (A+T-hook). 


BL00354A 3.83 1.270e-09 74-83 


H49 


t»t» f\r\ c c\ A 

PR00504 




PR00504B 9 12 2 853e-12 22-36 
PR00504C 11.19 2.102e-09 37-49 


H52 


BL00H3 


Adenylate kinase proteins. 


BL00113A 12.74 8.615e-09 247- 
263 


1153 


BL00019 


Actinin-type actin-bmamg domain pi o terns. 


RT 0001 QD 1^3 8 740e-17 21-50 


H53 


BL00478 


LIM domain proteins. 


BL00478B 14.79 1.000e-12 184- 
198 


1156 


BL00018 


EF-hand calcium-binding domain proteins. 


BL00018 7.41 7.000e-12 253-265 
BL00018 7.41 9.217e-09 294-306 


H6l 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 1.000e-14 402- 

414 JrJJUUUOO LJ.yZ l.UUue-lJ 

458-470 PD00066 13.92 9.500e- 
13 430-442 


H6l 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 6.870e-12 414- 
430 BL00028 16.07 5.154e-l 1 
358-374 BL00028 16.07 l.OOOe- 
10 470-486 BL00028 16.07 
5. 800e-10 386-402 BL00028 
16.07 5. 800e-10 442-458 


H6l 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PK.UUU4oA 1U. DjL 0.Z1 ie-1 1 40 / - 

480 PR00048A 10.52 3.348e-10 

A 1 1 AO A PT?nnOARA 1 0 S9 
411-4Z4 riN-UU^OA 1W.JZ 

1.360e-09 355-368 PR00048B 

6 CO 1 Q47p-0Q 4SS-464 

PR00048A 10.52 2.440e-09 439- 
4S9 PTC0004RR 6 02 2 895e-09 
427-436 PR00048B 6.02 3.842e- 
09 399-408 


H6l 


BL00034 


'Paired box' domain proteins. 


BL00034D 7.94 9.308e-09 335- 


H62 


BL01 1 13 


Clq domain proteins. 


RT 01 1 1 3B 18 26 5 4^1e-16 383- 
418 


H62 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007A 19.33 8.568e-14 377- 
403 


H63 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 8.714e-10 26-47 


H63 


PR00051 


T^» A y** irp I tT*> TAT /*~^T TT1 /"~"\ A /T/~\ O /~\T\ if A T 

BACTERIAL CHROMOSOMAL 
REPLICATION INITIATOR (DNAA) 
SIGNATURE 




H63 


BL01008 


DnaA protein. 


BL01008B 12.53 7.609e-09 26-40 


H64 


PR00380 


KINESIN HEAVY CHAIN SIGNATURE 


PR00380D9.93 1.931e-21 305- 
326 PR00380A 14.18 1.659e-20 
104-125 PR00380B 12.64 8.962e- 
17 219-236 PR00380C 13.18 
2.500e-15 253-271 


H64 


BL00411 


Kinesin motor domain proteins. 


BL0041 Id 21. 5y o. loUe-o 1 ZD4- 
295 BL00411H 15.66 2.125e-28 
304-334 BL00411C 15.04 
6.000e-22 104-125 BL00411F 
14.77 7.545e-19 210-234 
BL00411E 10.43 7.279e-13 153- 
171 BL00411A 11.31 7.387e-ll 
11-25 BL0041 IB 13.51 2.969e- 
10 70-86 


H68 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 


PR00910A2.51 6.704e-12 490- 
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SIGNATURE 


502 PR00910A2.51 8.986e-12 
498-510 PR00910A 2 51 5.315e- 
11 494-506 PR00910A2.51 
6 671 e- 11 486-498 PR00910A 
2.51 L667e-1 0 492-504 
PR00910A2.51 3.778e-10 482- 
494 PR00910A2.51 1.214e-09 
484-496 PR00910A2.51 3.250e- 
09 496-508 PR00910A2.51 
6.571e-09 488-500 


1169 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 3.063e-28 16-54 


1172 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 2.200e-30 25-63 


1172 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.313e-15 244- 
960 "RT 000? 8 1 6 07 3 250e-13 
216-232 BL00028 16.07 3.250e- 
13 272-288 BL00028 16.07 
5.304e-12 160-176 BL00028 
16.07 5.696e-12 328-344 
BL00028 16.07 4.462e-ll 300- 
316 BL00028 16.07 6.885e-l 1 
188-204 BL00028 16.07 4.000e- 
10 356-372 


1172 


PD00066 


P K.O 1 L1JN Z/1JN U-r UN tjrxiK IVlri 1 AL- 
BINDI. 


PD00066 1^ 92 5 846e-15 232- 
244 PD00066 13.92 7.923e-15 
344-356 PD00066 13.92 2.800e- 
14 316-328 PD00066 13.92 
7.600e- 14 204-216 PD00066 
13.92 1.500e-13 288-300 
PD00066 13.92 5.154e-10 176- 
188 PD00066 13.92 3.400e-09 
260-272 


1172 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.000e-15 213- 
226 PR00048A 10.52 9.250e-14 
241-254 PR00048B 6.02 6.400e- 
13 313-322 PR00048A 10.52 
8.071e-13 157-170 PR00048A 
10.52 7.882e-12 325-338 
PR00048B 6.02 2.385e-ll 201- 
210 PR00048A 10.52 2.42 le- 11 
i q<: loo 6 02 3 769e- 

1 1 141 -^S0 PR00048B 6 02 
7.231e-ll 257-266 PR00048A 
10 52 1 391e-10 353-366 
PR00048B 6.02 2.688e-10 229- 
238 PR00048A 10.52 4.522e-10 
297-310 PR00048B6.02 1.947e- 
09 285-294 PR00048A 10.52 
6.040e-09 269-282 


1173 


PROO502 


MUTT DOMAIN SIGNATURE 


PR00502B 15.92 4.643e-09 70-85 


1174 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 4.706e-12 45-58 
PR00048B 6.02 8.000e-12 33-42 


1174 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 5.200e-14 36-48 
PD00066 13.92 5.154e-10 8-20 


1174 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 9.654e-l 1 48-64 
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1179 



1180 



1181 



1181 



1181 
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1181 



1181 



1184 



Database 
entry ID 



PR00401 



PF01105 



PR00452 



PR00456 



BL00795 



BL00826 



PR00308 



Description 



Results* 



SH2 DOMAIN SIGNATURE 



emp24/gp25L/p24 family. 



SH3 DOMAIN SIGNATURE 



RIBOSOMAL PROTEIN P2 SIGNATURE 



Involucrin proteins. 



MARCKS family proteins. 



TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 



PR00208 



GLIADIN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 



PR00833 



BL00406 



POLLEN ALLERGEN POA PI 
SIGNATURE 



Actins proteins. 



BL00028 16.07 3.829e-09 20-36 



PR00401E 14.10 5.179e-10 119- 
133 



PF01 105B 25.12 2.016e-20 72- 
123 



PR00452D 17.02 4.462e-09 561- 
573 



PR00456E 3.06 5.146e-ll 88-102 
PR00456E 3.06 9.063e-10 89-103 
PR00456E 3.06 9.156e-10 87-101 



BL00795C 17.06 1.200e-09 107- 
151 



BL00826C 7.63 8.313e-09 94-120 



PR00308A 5.90 5.899e-10 84-98 
PR00308A 5.90 8.405e-10 88-102 
PR00308C 3.83 8.892e-10 88-97 
PR00308C 3.83 8.892e-10 89-98 
PR00308C 3.83 8.892e-10 90-99 
PR00308C 3.83 8.892e-10 91-100 
PR00308C 3.83 8.892e-10 92-101 
PR00308C 3.83 8.892e-10 93-102 
PR00308C 3.83 8.892e-10 153- 
162 PR00308C 3.83 8.892e-10 
154-163 PR00308C3.83 8.892e- 
10 155-164 PR00308A5.90 
9.772e-10 87-101 PR00308A 
5.90 3.541e-09 89-103 
PR00308A 5.90 3.647e-09 150- 
164 PR00308C 3.83 7.545e-09 
152-161 PR00308C3.83 8.831e- 
09 87-96 



PR00208A 12.59 6.294e-10 103- 
120 PR00208A 12.59 6.294e-10 
104-121 PR00208A 12.59 
6.294e-10 105-122 PR00208A 
12.59 6.294e-10 106-123 
PR00208A 12.59 6.294e-10 107- 
124 PR00208A 12.59 6.294e-10 
108-125 PR00208A 12.59 
6.294e-10 109-126 PR00208A 
12.59 6.294e-10 110-127 
PR00208A 12.59 6.426e-10 112- 

129 PR00208A 12.59 7.750e-10 
114-131 PR00208A 12.59 
2.110e-09 111-128 PR00208A 
12.59 7.904e-09 102-119 
PR00208A 12.59 8.274e-09 113- 

130 PR00208A 12.59 9.014e-09 
117-134 



PR00833H 2.30 3.192e-09 88-102 
PR00833D 8.66 9.900e-09 155- 
172 



BL00406C 6.75 3.629e-ll 271- 
325 BL00406A9.95 1.000e-09 
48-82 BL00406E 8.44 7.070e-09 
572-621 
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1185 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 5.404e-09 526- 
549 


1185 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688I 14.97 8.615e-09 1902- 
1949 


1186 


DM01970 


0 kw ZK632.12 YDR313C bNDUbUMAL 

in. 


r»T\/rni Q7fiT* 9 £n s onop-17 1 191- 

U1V1U 1 y 1 KJaj o.OU J.vVJUC-i / a Ay a 

1203 


1186 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 9.061e-09 901- 
949 


1186 


BL01160 


Kinesin light chain repeat proteins. 


BL01160B 19.54 9.382e-12 490- 
543 BL01160B 19.54 2.850e-l 1 
483-536 BL01160B 19.54 
o.o/oe-lU /ol-(5o4 JdI^uiioujd 
1 O Q ^on<= no AQ7 SSO 


1188 


PR00613 


MYOGLOBIN SIGNATURE 


PR00613F7.87 1.529e-31 136- 

lOJ> JrivUUOUJD y.uz O.ZUWCOl 

38-61 PR00613C 10.22 7.545e-25 
71-91 PR00613E9.09 4.000e-24 
110-130 PR00613D9.83 7.353e- 
23 92-109 PR00613A 8.32 
4.600e-20 19-33 


1188 


BL01033 


Globins profile. 


BL01033A 16.94 1.500e-14 38-59 


1188 


PR00611 


ERYTHROCRUORIN FAMILY 
SIGNATURE 


PR00611A 15.91 5.829e-09 38-60 


1190 


BL01266 


Adenylosuccinate synthetase GTP-binding 
site proteins. 


BL01266E 20.85 1.000e-40 326- 

30/ J3J_yUlZOOU 1D.Z1 H-.UUUC-HVJ 

250-288 BL01266A 18.16 

J.JUU6-J7 H-U-/0 Dl^KJ 1 ZUUV^ 

15.30 4.115e-26 160-185 
BL01266F 22.92 3.250e-21 422- 
450 BL01266B 13.74 2.421e-20 

1 77 1 Af\ 
1Z /- 1HO 


1191 


PR00625 


DNAJ PROTEIN FAMILY SIGNATURE 


PR00625D 11.93 4.692e-09 444- 
454 


1192 


PR00460 


a /-in 1 1 it\ t A x TT A T~? "A K / — * A T 1 AT A OT7 

BACTERIAL HAEM CATALAbb- 
PEROXIDASE SIGNATURE 


1564 


1193 


BL01162 


Qumone oxidoreductase / zeta-crystallin 
proteins. 


T3T ai 1 ^or 77 en id A9Q^ ^o, 1 £7- 

210 BL01162B 18.11 4.977e-20 
107-134 BL01162A 15.38 
1.844e-12 78-100 


1193 


BL00059 


Zmc-contammg alcohol dehydrogenases 
proteins. 


r>i^UUU_>yx3 10. Uo ^.ZjUe-lO 1W/- 

134 BL00059D 29.23 5.563e-09 
136-177 


1202 


PF00646 


F-box domain proteins. 


PF00646A 14.37 4.536e-10 676- 
689 


1204 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 7.652e-ll 32-44 
PDOOOoo 13.92 o.oZoe-11 OU-/Z 
PD00066 13.92 2.731e-10 4-16 
PD00066 13.92 5.846e-10 90-102 


1204 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 5.500e-13 44-60 
BL00028 16.07 8.269e-ll 16-32 
BL00028 16.07 4.900e- 10 132- 
148 BL00028 16.07 8.800e-10 
74-90 BL00028 16.07 5.371e-09 
102-118 


1204 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.000e-10 41-54 
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PR00048A 10.52 1.391e-10 13-26 
PR00048B 6.02 1.947e-09 57-66 
PR00048A 10.52 8.560e-09 71-84 


1205 


BL005 1 8 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 5.286e-10 50-58 


1207 


DM00215 


-i-kT-k s—\ T l~K. TT" • T»T/>TT TlTl /""'VHPT? T"\.T "J 

PROLINE-RICH PROTEIN 3. 


Ls\\i\J\jJ. 1 D 1.7. HO J. (UJC 1 1 

347 DM00215 19.43 5.941e-l 1 
^11_^4^ DM00215 19 43 3 41 le- 
10 310-342 DM00215 19.43 
Q SI Re- 10 309-341 DM00215 
19.43 1.763e-09 281-313 
DM00215 19.43 6.949e-09 300- 
332 DM00215 19.43 8.322e-09 
287-319 


1207 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 8.352e-09 297- 
331 


1207 


PF00992 


Troponin. 


PF00992A 16.67 8.816e-09 452- 


1207 


PF01140 


Matrix protein (MA), pi 5. 


PF01140D 15.54 2.320e-ll 405- 
439 PF01140D 15.54 9.686e-09 
393-427 


1207 


PR00211 


GLUTELIN SIGNATURE 


PR00211B 0.86 6.602e-ll 305- 
325 PR00211B0.86 6.106e-10 
oqq o i q pt?009 1 1 R 0 86 % 1 67e- 

09 312-332 PR00211B 0.86 


1212 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.300e-10 289- 
RT 00028 1 6 07 4 600e-10 
620-636 BL00028 16.07 4.900e- 
10 361-377 BL00028 16.07 
7.600e-10 488-504 BL00028 
16 07 2.286e-09 232-248 


1219 


PF00569 


Zinc finger present in dystrophin, 
CBP/p300. 


PF00569 13.42 3.182e-16 55-71 


1220 


BL00422 


Granins proteins. 


BL00422C 16.18 7.136e-ll 543- 
570 


1220 


BL0O824 


Elongation factor 1 beta/betaVdelta chain 
proteins. 


BL00824B 9.21 8.176e-09 540- 
559 


1224 


PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN. 


PD02448A 9.37 4.585e-09 86-124 


1225 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 7.750e-15 353- 
1&Q h>t nnnoc 1 £ fi7 7 7^n^_l *! 

465-481 BL00028 16.07 1.529e- 
14 381-397 BL00028 16.07 
2.059e-14 325-341 BL00028 
16.07 7.882e-14 437-453 
BL00028 16.07 6.850e-13 409- 
425 BL00028 16.07 1.346e-ll 
297-313 BL00028 16.07 2.385e- 
11 493-509 


1225 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.636e-15 378- 
391 PR00048A 10.52 5.909e-15 
406-419 PR00048A 10.52 
7.545e-15 462-475 PR00048A 
10.52 1.000e-13 434-447 
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PR00048A 10.52 2.929e-13 350- 
363 PR00048A 10.52 5.765e-12 
294-307 PR00048A 10.52 
5.765e-12 322-335 PR00048B 
6.02 6.000e-12 394-403 
PR00048B 6.02 1.000e-ll 282- 

490-503 PR00048B 6.02 3.250e- 
10 450-459 PR00048B 6.02 
4.375e-10 338-347 PR00048B 
6.02 5.500e-10 366-375 
PR00048B 6.02 1 .947e-09 422- 
431 PR00048B 6.02 6.211e-09 
478-487 PR00048B 6.02 7.1 58e- 
09 310-319 


1225 


PDO0066 


PROTEIN ZINC-FINGER ME 1 AJL- 
BINDL 


297 PD00066 13.92 2.800e-14 
o/cn ?qi PD00066 13 92 1 OOOe- 

jUy JO 1 1 1/UUWUv 1 —J . i. 

13 425-437 PD00066 13.92 
5.500e-13 397-409 PD00066 
13.92 4.000e-12 453-465 
PD00066 13.92 7.261e-ll 313- 
325 PD00066 13.92 8.800e-09 
481-493 


1229 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NIL 


PD01066 19.43 4.558e-31 10-48 


1229 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 9.438e-15 357- 

a70 T>T nnrv9Q 1 A f\1 9 1 7A<=» 1 9 

161-177 BL00028 16.07 2.957e- 

19 IRQ 90*5 RT 0009R 1 & 07 

1.346e-ll 329-345 BL00028 
16.07 2.385e-ll 273-289 
BL00028 16.07 5.846e-ll 217- 
233 BL00028 16.07 7.600e-10 
245-261 BL00028 16.07 2.029e- 
09 301-317 


1229 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULAllON AC 


PD02462A 22.48 3.524e-09 294- 

79R 
jZo 


1229 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 5.846e-15 317- 
329 PD00066 13.92 7.231e-15 
233-245 PD00066 13.92 3.000e- 
13 289-301 PD00066 13.92 
7.000e-13 345-357 PDOO066 
13.92 5.500e-09 177-189 
PD00066 13.92 6.400e-09 205- 
217 


1229 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.059e-12 186- 
199 PR00048A 10.52 3.118e-12 
214-227 PR00048A 10.52 
5.765e-12 354-367 PR00048A 
10.52 8.412e-12 326-339 
PR00048A 10.52 8.941e-12 158- 
171 PR00048A 10.52 2.895e-ll 
242-255 PR00048A 10.52 
2.565e-10 298-311 PR00048A 
10.52 2.957e-10 270-283 
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PR00048B 6.02 4.938e-10 314- 
323 PR00048B 6.02 8.1 05e-09 
342-351 


1230 


BL00478 


L1M clomam proteins, 


BL00478B 14 79 8 435e-14 26-40 


1230 


PR00510 


NEBULIN SIGNATURE 


PR00510C 14.84 2.662e-14 513- 
532 PR00510D 9 21 7.261e-ll 
534-549 PR00510E 14.55 6.425e- 
10 552-570 PR00510D 9.21 
3. 165e-09 321-336 PR00510A 
9.09 7.223e-09 219-238 


1232 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 2.373e-09 451- 
483 


1236 


PF00901 


Orbivirus outer capsid protein VPS. 


PF00901D 19.87 8.579e-09 220- 

974. 


1236 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 9.667e-09 42-50 


1238 


BL00215 


Mitochondrial eneigy transiei proteins. 


RT 00? ISA 1 5 82 8 800e-15 18-42 
BL00215A 15.82 2.071e-12 212- 
236 BL00215A 15 82 3.571e-12 
114-138 BL00215B 10.44 
9.526e-ll 63-75 BL00215B 
10.44 1.600e-09 257-269 


1243 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 2.588e-14 725- 
741 


1243 


BL00415 


Synapsins proteins. 


BL00415P 2,37 3.483e-09 19-54 


1243 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 3.520e-09 722- 
735 


1247 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.647e-14 349- 

365 BL00028 16.07 8.941e-14 

153-169 BL00028 16.07 2.800e- 

13 237-253 BL00028 16.07 

6.850e-13 181-197 BL00028 

16.07 2. 174e-12 433-449 

tjt nnn9R 1 f, c\i 9 Q^7^_1 9 ^9 1 - 

337 BL00028 16.07 1.692e-ll 
209-225 BL00028 16.07 1.692e- 
11 405-421 BL00028 16.07 
2.038e-ll 265-281 BL00028 
16.07 4.462e-ll 293-309 
BL00028 16.07 4.808e-ll 461- 
477 BL00028 16.07 3.100e-10 
377-393 


1247 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 1.900e-16 197- 
209 PD00066 13.92 6.400e-16 
253-265 PD00066 13.92 1.600e- 
14 449_461 PD00066 13.92 
4.600e-14 225-237 PD00066 
13 92 7 000e-14 169-181 
PD00066 13.92 5.500e-13 393- 
405 PD00066 13.92 8.000e-13 
281-293 PD00066 13.92 8.500e- 
13 309-321 PD00066 13.92 
8.500e-13 365-377 PD00066 
13.92 4.429e-l 2 337-349 
PD00066 13.92 3.423e-10 421- 
433 



WO 03/029271 PCT/US02/30474 



354 
Table 3 



SEQ ID 


Database 
entry ID 


Description 


Results* 


1247 


PR00048 

* 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.643e-13 234- 
247 PR00048A 10.52 4.214e-13 
318-331 PR00048A 10.52 
4.857e-13 178-191 PR00048A 
10,52 5.500e-13 402-415 
PR00048A 10.52 1.000e-12 430- 
443 PR00048A 10.52 3.118e-12 
262-275 PR00048A 10.52 
4.176e-12 346-359 PR00048B 
6.02 5.000e-12 222-231 
PR00048B 6.02 5.000e-12 306- 
315 PR00048B 6.02 1.000e-ll 
390-399 PR00048B 6.02 2.385e- 
1 1 250-259 PR00048B 6.02 
4.462e-ll 166-175 PR00048A 

10.52 5.263e-ll 206-219 

nt) f\f\f\A q a in & ARAf^ 1 1 900- 
JrK.UUU4oA lu.DZ O.OoH-e-11 z^u- 

303 PR00048A 10.52 7.632e-ll 
a^q 471 ppoooart* f\ 09 9 19Sp- 

10 362-371 PR00048A 10.52 
^ ^OzIp 10 XIA-^Rl PR00048B 

6.02 7.188e-10 194-203 
PP0004KR 6 0? 1 474e-09 278- 
287 PR00048B 6.02 9.526e-09 
446-455 


1248 


BL00039 


DEAD-box subiamily A 1 r-aepenaenx 
helicases proteins. 


P>t OOO^QD 71 67 8 909e-33 183- 
228 


1249 


PD01876 


ANTIGEN MELANOMA-Ab6UClAliiJJ 
MULTIGENE FAMILY TUM. 


pr>01 9Hf\C ?1 7^ 8 281e-15 66- 
118 


1252 


PR00049 


f T TTT X /Tl n HPT TTV yf/^T TTD T>T~) /~\ r P L'TTvT 

WILM S TUMOUR FKU I blJN 
SIGNATURE 


PP 00040/0 0 00 6 143e-10 304- 
318 


1253 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360A 14.59 8.548e-10 1014- 
1096 PR00360B 13 61 3 045e-09 
1052-1065 


1253 


TvT^ AAA *1 /*\ 

PR00910 


T T TT'T? /^\"\ /"TT> T TO i~\T> "DT> fYPUTM 

LUIEOVlKUo UKro JrKUiiiliN 
SIGNATURE 


PP 0091 OA 2 51 9 464e-09 226- 
238 


1254 


PF00168 


C2 domain proteins. 


PF00168C 27.49 5.091e-10 1026- 

1 0^1 


1254 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360A 14.59 8.548e-10 1014- 
1026 PR00360B 13.61 3.045e-09 
1043-1056 


1254 


PR00910 


LUTEO VIRUS ORF6 PROTEIN 
SIGNATURE 


PPHOQ10A 9^10 dfidf*-ClQ 996- 

238 


1255 


PF00013 


KH domain proteins family of RNA 
binding proteins. 


IrJrUUUlj J./O j.OHDC-l 1 J /"OO 

PF00013 5.78 4.176e-10 378-389 

PT70001 1 ^ 7R d 1 SOp-OQ 1 46 




DLU 1 1 ou 


T£"inpcm liaVit rViain rpr>pat nroteins 


BL01160B 19.54 4.081e-10 1405- 
1458 BL01160B 19.54 8.784e-10 
1268-1321 BL01160B 19.54 
9.270e-10 69-122 


1261 


PR00401 


SH2 DOMAIN SIGNATURE 


PR00401A 14.00 3.348e-13 341- 
355 


1261 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 9.697e-ll 77-91 


| 1261 


PR00678 


PI3 KINASE P85 REGULATORY 


PR00678H 9.13 7.632e-09 347- 
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SUBUNIT SIGNATURE 


369 


1261 


BL50001 


Src homology 2 (SH2) domain proteins 
profile. 


BL50001D 11.00 1.000e-08 337- 
347 


1267 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 5.714e-10 180- 
188 


1267 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 2.929e-10 137- 
151 PR00049D 0.00 1.1 53e-09 
134-148 PR00049D 0.00 8.932e- 
09 136-150 PR00049D 0.00 
9.390e-09 138-152 


1269 


PR00918 


CALICIVIRUS NON-STRUCTURAL 
POLYPROTEIN FAMILY SIGNATURE 


PR00918A 13.76 2.500e-ll 1836- 
1856 


1269 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 9.614e-10 1839- 
1860 


1269 


BL00113 


Adenylate kinase proteins. 


BL00113A 12.74 1.415e-09 1843- 
1859 


1269 


BL00970 


Nuclear transition protein 2 proteins. 


BL00970B 10.09 3.176e-09 210- 
235 


1269 


BLO0415 


Synapsins proteins. 


BL00415N4.29 4.435e-10 1605- 
1648 BL00415N 4.29 7.307e-09 
150-193 


1269 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL00115Z3.12 9.928e-ll 168- 
216 BL00115Z3.12 9.721e-10 
189-237 BL00115Z3.12 6.824e- 
09 161-209 BL00115Z3.12 
8.743e-09 182-230 


1269 


PR00211 


GLUTELIN SIGNATURE 


PR00211B 0.86 9.167e-09 1615- 
1635 


1269 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 2.214e-10 1548- 
1562 PR00049D 0.00 2.714e-10 
1550-1564 PR00049D 0.00 
2.714e-10 1551-1565 PR00049D 
0.00 2.525e-09 100-114 
PR00049D 0.00 3.288e-09 9-23 
PR00049D 0.00 4.051e-09 10-24 
PR00049D 0.00 4.661e-09 1545- 
1559 PR00049D 0.00 5.119e-09 
1544-1558 PR00049DO.OO 
5.729e-09 1546-1560 PR00049D 
0.00 5.881e-09 98-112 
PR00049D 0.00 8.322e-09 97-11 1 
PR00049D 0.00 8.475e-09 1552- 
1566 PR00049D 0.00 8.780e-09 
1553-1567 PR00049D0.00 
9.237e-09 1549-1563 


1269 

< 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 8.929e-14 1531- 

1563 DM00215 19.43 4.375e-12 
1537-1569 DM00215 19.43 
2.929e-10 1526-1558 DM00215 
19.43 6. 143e-l 0 522-554 
DM00215 19.43 6.464e-10 1532- 

1564 DM00215 19.43 7.107e-10 
1536-1568 DM00215 19.43 
2.525e-09 581-613 DM00215 
19.43 2.831e-09 165-197 
DM00215 19.43 3.136e-09 1530- 
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1562 DM00215 19.43 3.593e-09 
609-641 DM00215 lb>.43 4.oole- 
09 1521-1553 DM00215 19.43 
4.966e-09 595-oz / JJiviuUZ 1j 
19.43 7.254e-09 625-657 

TMV/f aao 1 ^ 1 O A L 7 S£A*» HQ 7R 110 

rY\/fnnoi ^ 1 o ai r fnic* no ^o^- 

JJiVlUUZlD ly.Ho O.DZ/C-U7 jy\>~ 

628 DM00215 19.43 8.780e-09 
^10 S7 1 r>MOO? 1 S 1 0 4^ 0 542e- 

09 538-570 


1272 


PF00789 


Domain present in ubiquitin-regulatory 
proteins. 


PT7nn7SQP 70 OR 4 ODOp-OQ ^06- 
ir.r \J\J / ozs\^> Zu.-/0 A r.v/uvyc-v73' 

530 


1272 


BL00504 


Fumarate reductase / succinate 1 
dehydrogenase FAD-binding site proteins. 




1274 


PF00992 


Troponin. 


PF00992A 16.67 3.842e-09 29-63 


1277 


PF0065 1 


BTB (also known as BR-C/Ttk) domain 
proteins. 


rrOUoM 10. UU o.oije-lj 01-/J 


1277 


PR00761 


BIND IN PRECURSOR SIGNATURE 


PR00761E 14.32 5.168e-09 206- 
224 


1277 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10. Dz j.ooUe-uy 41U- 
423 


1277 


BLOO028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 6.192e-ll 413- 
429 BL00028 16.07 7.943e-09 
440-456 


1278 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 8.200e-16 97-109 
PD00066 13.92 3.571e-12 69-51 
PD00066 13.92 3.077e-10 432- 
444 


1278 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.947e-l 1 22-35 
PR00048A 10.52 3.368e-ll 469- 
482 PR00048A 10.52 5.696e-10 
50-63 PR00048A 10.52 4.960e- 
09 78-91 PR00048A 10.52 
6.040e-09 441-454 


1278 


BLO0028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.250e-13 25-41 
BL00028 16.07 4.60Ue-li 444- 
460 BL00028 16.07 1.000e-12 
53-69 BL00028 16.07 8.826e-12 
472-488 BL00028 16.07 l.OOOe- 
10 416-432 BL00028 16.07 

a o a *\ r\r\ 1 r\c\ 1 1 C TIT AAfllO 

4.343e-09 109-125 BL0002& 
16.07 5.114e-09 230-246 
BL00028 16.07 6.143e-09 81-97 


1282 


PF00628 


PHD-finger. 


PF00628 15.84 9.036e-10 223-237 


1285 


BLO0972 


Ubiquitin carboxyl-terminal hydrolases 
family 2 proteins. 


BL00972A ll. 93 2.703e-l5 81-98 
BL00972D 22.55 3.512e-12 284- 

^08 00077^ 1 ft 48 7 1 20e-1 1 
193-207 BL00972E 20.72 7.517e- 
10 310-331 


1287 


BL01032 


Protein phosphatase 2C proteins. 


BL01032G 8.33 9.859e-10 328- 
341 BL01032H 11.25 4.600e-09 
376-388 BL01032C6.14 6.368e- 
09 120-129 


1288 


BL01032 


Protein phosphatase 2C proteins. 


BL01032G 8.33 9.859e-10 243- 
256 BL01032H 11.25 4.600e-09 
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291-303 


1292 


PR00910 


LUTEO VIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 2.286e-09 360- 
372 PR00910A2.51 8.607e-09 
354-366 


1292 


PR00522 


CANNABINOID RECEPTOR TYPE 1 
SIGNATURE 


PR00522D 6.75 9.730e-09 184- 
203 


1294 


BL01313 


Lipoate-protein ligase B proteins. 


BL01313C 22.27 6.595e-30 151- 
187 BL01313B 28.18 5.576e-18 
85-121 


1295 


BL00225 


Crystallins beta and gamma 'Greek key' 
motif proteins. 


BL00225B 18.06 7.000e-35 311- 
345 BL00225B 18.06 7.000e-32 
223-257 BL00225A 13.82 
7.000e-21 191-211 BLUOzzdA 
13.82 l.oloe-Uy z 1 /-Zy I 


1299 


PF00791 


Domain present in ZO-1 and Unc5-like 
netrin receptors. 


PF00791B 28.49 2.705e-12 72- 
126 


1299 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 5.875e-10 72-87 


1299 


DM01664 


kw. 


DM01664C 17.05 5.194e-09 200- 
242 


1301 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL00790I 20.01 8.763e-10 422- 
452 


1311 


BL01073 


Ribosomal protein L24e proteins. 


BL01073 24.30 1.000e-40 35-84 


1312 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 3.089e-09 620- 
635 


1315 


BL00545 


Aldose 1-epimerase proteins. 


BL00545C 11.28 7.353e-17 169- 
181 BL00545A 10.20 2.071e-15 
73-88 BL00545D 16.23 7.382e- 
13 303-320 BL00545B 13.10 
3.942e-09 140-152 


1317 


BL01160 


Kinesin light chain repeat proteins. 


BL01160B 19.54 2.602e-09 229- 
282 


1318 


BL00604 


Synaptophysin / synaptoporin proteins. 


BL00604F 5.96 1.426e-09 21-65 


1318 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 1.000e-09 1151- 
1185 PD02059B 24.48 1.507e-09 
1140-1174 


1318 


PR00929 


AT-HOOK-LIKE DOMAIN SIGNATURE 


PR00929B 4.38 2.607e-09 844- 
855 


1318 


BL00904 


Protein prenyltransferases alpha subunit 
repeat proteins proteins. 


BL00904A 8.30 5.500e-ll 508- 
557 BL00904A 8.30 2.277e-09 
1176-1225 BL00904A8.30 
8.021e-09 1169-1218 


1318 


BL00291 


Prion protein. 


BL00291A 4.49 8.448e-09 24-58 


1318 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 8.289e-15 509- 
523 PR00049D 0.00 9.926e-13 
713-727 PR00049DO.00 3.950e- 
11 715-729 PR00049D 0.00 
5.613e-ll 1172-1186 PR00049D 
0.00 6.445e-ll 1141-1155 
PR00049D 0.00 7.202e-ll 508- 
522 i>R00049D0.00 9.546e-ll 
712-726 PR00049D 0.00 9.622e- 
11 507-521 PR00049D 0.00 
9.924e-ll 511-525 PR00049D 
0.00 2.143e-10 1139-1153 
PR00049D 0.00 2.786e-10 1179- 
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1 193 PR00049D 0.00 7.286e-10 
714-728 PR00049D 0.00 7.857e- 
10 716-730 PR00049D 0.00 
8.286e-10 710-724 PR00049D 
0.00 8.571e-10 1366-1380 
PR00049D 0.00 9.786e-10 711- 
725 PR00049D 0.00 1.000e-09 
510-524 PR00049D0.00 l.OOOe- 
09 1182-1196 PR00049D 0.00 
1.458e-09 1169-1183 PR00049D 
0.00 1.458e-09 1170-1184 
PR00049D 0.00 2.220e-09 1145- 
1159 PR00049D 0.00 2.983e-09 
1171-1185 PR00049D0.00 
3.136e-09 1180-1194 PK0UU4yJJ 
0.00 3.288e-09 1143-1157 
PR00049D 0.00 4.203e-09 155- 
169 PR00049D 0.00 6.034e-09 

1 i ~> c 1 i /in DD AAA/1 flP» A A A 

1135-1149 rKUUU4yJJ U.UU 
6.186e-09 1183-1197 PR00049D 
0.00 6.949e-09 512-526 

r K.UUU'+y U U.UU o.OZ /C-U7 hdh- 

478 


1318 


PR00211 


GLUTELIN SIGNATURE 


PR00211B 0.86 4.548e-10 1176- 
1196 PR00211B0.86 2.333e-09 
1163-1183 PR00211B0.86 

q 7CMr, AO 1 1 HA 1 1 QA 

o. /3ue-uy ii/H-iiyH 


1318 


BL00415 


Synapsins proteins. 


BL00415N 4.29 4.416e-09 1136- 
1179 BL00415N4.29 8.818e-09 
1125-1168 


1318 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A2.51 6.333e-10 1135- 
: 1147 PR00910A2.51 7.444e-10 
1137-1149 PR00910A2.51 
5.071e-09 1141-1153 PR00910A 
2.51 9.357e-09 1143-1155 


1318 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 1.675e-15 1164- 
1196 DM00215 19.43 3.475e-15 
1149-1181 DM00215 19.43 
5.950e-15 1153-1185 DM00215 
19.43 7.214e-14 1124-1156 
DM00215 19.43 5.696e-13 1152- 
1184 DM00215 19.43 7.652e-13 
1143-1175 DM00215 19.43 
8.826e-13 1129-1161 DM00215 
19.43 3.625e-12 1165-1197 
DM00215 19.43 4.375e-12 1123- 
1155 DM00215 19.43 6.250e-12 
1 1 SQ-.1 101 DM00215 1943 

1 i i J7 117 1 -L' J.VJ.V/UZ, 1 w' -I. S • i — J 

7.750e-12 1160-1192 DM00215 
19.43 8.125e-12 1162-1194 
DM00215 19.43 8.313e-12 1163- 
1195 DM00215 19.43 9.063e-12 
1158-1190 DM00215 19.43 
1.882e-ll 1154-1186 DM00215 
19.43 5.412e-ll 1126-1158 
I DM00215 19.43 8.941e-ll 1169- 



WO 03/029271 



PCT/US02/30474 



359 
Table 3 



SEQ ID 


Database 
entry ID 


Description 


Results* 








1201 DM00215 19.43 9.294e-ll 
1125-1157 DM00215 19.43 
9.824e-ll 1139-1171 DM00215 
19.43 1.804e-10 1166-1198 
DM00215 19.43 1.964e-10 1133- 

1165 DM00215 19.43 5.018e-10 
1173-1205 DM00215 19.43 

5. 179e-10 1138-1170 DM00215 
19.43 6.304e-10 1131-1163 
DM00215 19.43 9.357e-10 1148- 
1180 DM00215 19.43 9.518e-10 
1181-1213 DM00215 19.43 
9.839e-10 1179-1211 DM00215 
19.43 2.373e-09 1176-1208 
DM00215 19.43 2.525e-09 1134- 

1166 DM00215 19.43 3.288e-09 
1168-1200 DM00215 19.43 
3.441e-09 1144-1176 DM00215 
19.43 4.051e-09 1142-1174 
DM00215 19.43 6.339e-09 1172- 
1204 DM00215 19.43 7.254e-09 
1113-1145 DM00215 19.43 
8.322e-09 1150-1182 DM00215 
19.43 8.322e-09 1151-1183 
DM00215 19.43 8.322e-09 1174- 
1206 DM00215 19.43 9.390e-09 
1161-1193 DM00215 19.43 
9.542e-09 1128-1160 DM00215 
19.43 9.542e-09 1349-1381 


1319 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 8.3 13e-37 29-67 


1319 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 6.294e-14 513- 
529 BL00028 16.07 9.471e-14 
401-417 BL00028 16.07 1.450e- 
13 485-501 BL00028 16.07 
5.950e-13 345-361 BL00028 
16.07 6.850e-13 289-305 
BL00028 16.07 2.957e-12 233- 
249 BL00028 16.07 7.652e-12 
373-389 BL00028 16.07 l.OOOe- 
11 317-333 BL00028 16.07 
3.769e-ll 457-473 BL00028 
16.07 5.500e-ll 261-277 
BL00028 16.07 9.654e-l 1 429- 
445 


1319 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 5.200e-14 417- 
429 PD00066 13.92 6.400e-14 
361-373 PD00066 13.92 8.800e- 
14 501-513 PD00066 13.92 
5.500e- 13 473-485 PD00066 
13.92 8.000e-13 445-457 
PD00066 13.92 5.286e-12 249- 
261 PD00066 13.92 5.714e-12 
277-289 PD00066 13.92 7.429e- 
12 305-317 PD00066 13.92 
9.143e-12 389-401 PD00066 
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13.92 3.348e-ll 221-233 
PD00066 13.92 7.231e-10 333- 
345 


1319 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.545e-15 314- 
327 PR00048A 10.52 L750e-14 
454_467 PR00048A 10.52 
8.500e-14 510-523 PR00048A 
10.52 2.286e-13 286-299 
PR00048A 10.52 6.143e-13 370- 
383 PR00048A 10.52 4.176e-12 
398-411 PR00048A 10.52 
7.882e-12 342-355 PR00048A 
10.52 1.474e-ll 482-495 
PR00048A 10.52 3.368e-ll 258- 
271 PR00048A 10.52 4.789e-ll 

a i*\ £ /ion Tl T> f\r\f\ A O ID /C m fZ <1Cq 

426-439 PKUUU4or> o.Uz o.jJoe- 

11 AAA /111 DD HAOAQ A 10 ^9 

11 414-4Z.3 JrJtvUuU^+o/\ 1U.3Z 

7.632e-ll 230-243 PR00048B 

A. 09 1 9^0<» 10 Aid 470 

PR00048B 6.02 4.938e-10 358- 
367 PR00048B 6.02 6.063e-10 
498-507 PR00048B 6.02 7.1 88e- 
10 ^OS PR00048R 6 02 

9.053e-09 218-227 


1324 


BL00361 


Ribosomal protein blU proteuis. 




1324 


PR00971 


RIBOSOMAL PROTEIN S10 FAMILY 
SIGNATURE 


PR00971A 13.33 2.432e-09 19-32 


1325 


BL00027 


! Homeobox' domain proteins. 


T3T C\C\C\T1 OA A'X 1 ^91<=» 17R99- 
JdJ^UUUZ/ Z0.4O l.jZie-1/ OZZ- 

864 BL00027 26.43 3.893e-17 

i nan 1 f»79 "RT 00097 OA A'X 

4.214e-17 560-602 


1325 


PR00028 


POU DOMAIN SIGNATURE 


PR00028E 15.68 3.700e-10 841- 

9.RA 
oDO 


1325 


BL00035 


'POU* domain proteins. 


BL00035C 17.40 6.092e-ll 829- 
1037-1066 


1325 


BL00032 


Homeobox antennapeaia-type protein. 


r>T n00^9P 1 1 98 S 74^p-10 10S8- 

1075 


1325 


PR0003 1 


LAMBDA AJND 0 1 xi.bK K^rKiiooUK 
HELIX-TURN-HELIX SIGNATURE 


PPOOO^IR 16 90 "3 4S^p-10 R4S- 

861 PR00031B 16.29 6.586e-10 

10S^ 1060 

1 VJ JO- J. WU7 


1325 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.080e-09 140- 


1325 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 3.898e-09 931- 


1325 


PR00671 


INHIBIN BETA B CHAIN SIGNATURE 


PR00671C4.18 5.966e-09 417- 
436 


1325 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 6.034e-09 408- 
422 


1325 


BL00422 


Granins proteins. 


BL00422C 16.18 6.647e-09 649- 
676 


1325 


PF01140 


Matrix protein (MA), pl5. 


PF01140D 15.54 6.965e-09 641- 
675 


1325 


PR00024 


HOMEOBOX SIGNATURE 


PR00024C 7.49 3.077e-10 1062- 
1071 PR00024C 7.49 7.300e-09 
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592-601 


1325 


BL00870 


Chaperonins clpA/B proteins. 


BL00870F 8.73 7.417e-09 1058- 
1106 


1325 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.771e-09 721- 
737 BL00028 16.07 7.686e-09 
622-638 


1327 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 9.250e-13 62-74 


1327 


PF00023 


Ank repeat proteins. 


PF00023B 14.20 1.500e-10 65-74 


1327 


PR00058 


RIBOSOMAL PROTEIN L5 SIGNATURE 


PR00058F 8.67 7.667e-09 230- 
250 


1327 


PF00791 


Domain present in ZO-1 and Unc5-like 
netrin receptors. 


PF00791B 28.49 6.119e-09 36-90 
PF00791B 28.49 8.596e-09 69- 
123 


1330 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 8.200e-16 421- 
433 PD00066 13.92 4.462e- 15 
337-349 PD00066 13.92 4.462e- 
15 505-517 PD00066 13.92 
1.600e-14 477-489 PD00066 
13.92 2.200e-14 533-545 
PD00066 13.92 2.800e-14 309- 
321 PD00066 13.92 7.000e-14 
281-293 PD00066 13.92 7.000e- 
14 449-461 PD00066 13.92 
2.500e-13 561-573 PD00066 
13.92 8.286e-12 393-405 
PD00066 13.92 2.174e-ll 365- 
377 


1330 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.941e-14 461- 
477 BL00028 16.07 6.850e-13 
433_449 BL00028 16.07 7.300e- 
13 349-365 BL00028 16.07 
2. 174e-12 517-533 BL00028 
16.07 6.087e-12 405-421 
BL00028 16.07 8.043e-12 377- 
393 BL00028 16.07 3.077e-ll 
489-505 BL00028 16.07 3.423e- 
11 293-309 BL00028 16.07 
7.23 le-11 265-281 BL00028 
16.07 7.231e-ll 545-561 
BL00028 16.07 7.923e-ll 629- 
645 BL00028 16.07 6.100e-10 
573-589 


1330 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 9.727e-36 10-48 
PD01066 19.43 3.743e-09 51-89 


1330 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.000e-14 458- 
471 PR00048A 10.52 1.750e-14 
514-527 PR00048A 10.52 
4.750e-14 486-499 PR00048A 
10.52 7.750e-14 402-415 
PR00048A 10.52 7.429e-13 346- 
359 PR00048A 10.52 8.714e-13 
542-555 PR00048A 10.52 
2.588e-12 430-443 PR00048A 
10.52 2.421e-ll 570-583 
PR00048B 6.02 1.563e-10 306- 
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315 PR00048B 6.02 2.688e-10 
418-427 PR00048A 10.52 
3.348e-10 290-303 PR00048B 
6.02 4.375e-10 446-455 
PR00048B 6.02 5.500e-10 278- 
287 PR00048B 6.02 5.500e-10 
502-5 1 1 PR00048B 6.02 3.842e- 

a/\ ^7 a /too TJTJ AAA/1 OT) AO 

09 474-483 PR00048B 6.02 
5.263e-09 334-343 PR00048A 

10. jz 0.4UUe-Uy 3 /4-Jo / 
D"DAAA/ieT3 & A9 1 fklOe* HQ <.10 

539 PR00048B 6.02 7.632e-09 

JJO-JO / 


1331 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
JVLbl AL-BIJNIJIJNCj JNU. 


PD01066 19.43 7.210e-10 214- 

9^9 


1332 


PR00403 


WW DOMAIN SIGNATURE 


PR00403B 12.19 9.600e-12 81-95 


1332 


PF00620 


GTPase-activator protein tor Kno-liKe 
GTPases. 


982 


1332 


BL01159 


WW/rsp5/WWP domain proteins. 


"DT nii^Q 1^ 1 no ri qs 
.D.L-U1 iDy ij.oj i.ojz>e-uy oi-7j 


1332 


PD01351 


PROTEIN REPEAT NEUROFILAMENT 
TRIPL. 


PD01351B 13.72 5.500e-09 131- 

1 JO 


1333 


DM01774 


INSECT IRIDESCENT VIRUS 
REPETITIVE PROTEIN. 


DM01774 10.00 7.429e-09 36-78 


1333 


PR00500 


POLYCYSTIC KIDNEY DISEASE 
PROTEIN SIGNATURE 


PR00500B 7.74 8.389e-09 148- 

loo 


1334 


PR00300 


ATP -DEPENDENT CLP PROTEASE 
ATP -BINDING SUBUNIT SIGNATURE 


PR00300A 9.56 3.662e-10 1025- 

1 A/1 "5 


1334 


PR00830 


ENDOPEPTIDASE LA (LON) SERINE 

tit* AHPP A ri"p /CI 1 /""\ nT/*i\T A TT TT~i T7 

PROTEASE (SI 6) SIGNATURE 


PR00830A8.41 4.441e-10 1029- 

1 A/1 O 

lU4o 


1334 


BL00662 


Bacterial type II secretion system protein E 
proteins. 


BL00662D 8.67 7.035e-10 1021- 
1041 


1334 


BL00674 


AAA-protem tamily proteins. 


T»T AA/C1 /1 T^> A A £L O 1AAa 1 A 1 AOO 

BL0U674B 4.46 o.2UUe-lU lUzz- 
1043 


1334 


BL01008 


1— V 1 J • 

DnaA protein. 


T>T A1 AAOD 1 O C"3 O 70A Q 1 A 1 AOO 

BLUlOOorS 12. j3 o./oUe-lU lUZZ- 
1036 


1334 


BL01128 


Shikimate kinase proteins. 


"DTAIIOOA 1QQ/I/1 O77o AQ 1 AO ^ 

BLUiizoA i o.o4 4.y / /e-uy iuzd- 
1058 


1334 


PR00051 


BACTERIAL CHROMOSOMAL 
REPLICATION INITIATOR (DNAA) 
SIGNATURE 


PR00051A 10.68 9.292e-09 1022- 
1042 


1337 


PR00625 


DNAJ PROTEIN FAMILY SIGNATURE 


PR00625B 13.48 2.853e-10 59-79 
PR00625A 12.84 5.299e-10 22-41 


1337 


BLO0636 


Nt-dnaJ domain proteins. 


BL00636B 15.11 5.500e-10 59-79 
BL00636A 8.07 9.571e-10 26-42 


1344 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 8.200e-17 162- 
174 PD00066 13.92 5.846e-15 

TTA O/IO T>T\AAA^/^ 11 Q9 1 CAAo 

13 190-202 PD00066 13.92 
9.000e-13 218-230 PD00066 
13.92 1.429e- 12 358-370 
PD00066 13.92 2.714e-12 302- 
314 PD00066 13.92 8.286e-12 
274-286 PD00066 13.92 2.174e- 
11 246-258 


1344 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 6.294e-14 342- 
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358 BL00028 16.07 4,522e-12 
258-274 BL00028 16.07 9.609e- 
12 314-330 BL00028 16.07 
1.346e-ll 286-302 BL00028 
16.07 2.385e-ll 174-190 
BL00028 16.07 3.769e-ll 146- 
162 BL00028 16.07 6.192e-l 1 
370-386 BL00028 16.07 9.654e- 
11 230-246 BL00028 16.07 
5.800e-10 202-218 


1344 


BL01030 


RNA polymerases M / 15 Kd subunits 
proteins. 


BL01030 23.44 5.557e-09 230- 
267 


1344 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.643e-13 311- 
324 PR00048A 10.52 7.429e-13 
283-296 PR00048A 10.52 
2.588e-12 171-184 PR00048A 
10.52 7.882e-12 255-268 
PR00048A 10.52 8.412e-12 339- 
352 PR00048A 10.52 1.474e-ll 
143-156 PR00048B 6.02 5.846e- 
11 215-224 PR00048A 10.52 
7.158e-ll 227-240 PR00048B 
6.02 8.615e-ll 355-364 
PR00048A 10.52 1.783e-10 199- 
212 PR00048A 10.52 2.174e-10 
367-380 PR00048B 6.02 4.375e- 
10 327-336 PR00048B 6.02 
4.93 8e- 10 159-168 PR00048B 
6.02 7.158e-09 187-196 
PR00048B 6.02 9.526e-09 271- 
280 


1349 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 1.750e-28 50-88 


1349 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 8.200e-16 297- 
309 PD00066 13.92 8.200e-16 
353-365 PD00066 13.92 7.000e- 
13 269-281 PD00066 13.92 
9.217e-ll 325-337 PD00066 
13.92 9.217e-ll 381-393 
PD00066 13.92 9.217e-l 1 409- 
421 


1349 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.200e-13 365- 
381 BL00028 16.07 1.000e-12 
253-269 BL00028 16.07 2.957e- 
12 393-409 BL00028 16.07 
3.739e-12 309-325 BL00028 
16.07 1.900e- 10 281-297 
BL00028 16.07 3.400e-10 337- 
353 BL00028 16.07 5.500e-10 
421-437 


1349 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.091e-15 306- 
319 PR00048A 10.52 6.250e-14 
362-375 PR00048A 10.52 
1.000e-13 390-403 PR00048B 
6.02 5.000e-12 294-303 
PR00048B 6.02 5.000e-12 350- 
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359 PR00048A 10.52 6.294e-12 
418-431 PR00048A 10.52 
7. 158e-l 1 334-347 PR00048A 
10.52 8.826e-10 250-263 

TITIAAA/IO A 1 r\ CO O 00£„ 1 A T70 

PR0004oA 10. 5.ozoe-lU z/o- 
291 PR00048B 6.02 6.211e-09 

O /T T7C T>r> AAA/1 Q"D £ AO Q C 1 /Co, 

zoo-z/j JrKUUU4oo o.uz y.jzoe- 
09 434-443 


1351 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479A 19.86 3.000e-ll 103- 

1 OC "D T AA/1TOT5 1 O CO 1 l/IO/a 1 fl 

12D r>J-,UU4/yr> IzO/ 3.34Ue-lU 

129-144 


1351 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002B 15.18 5.000e-09 327- 
340 


1351 


PR00452 


SH3 DOMAIN SIGNATURE 


Tin AA/tCITx 10 AO /T 1 AO AA lOA 

PR00452D 17.02 6.19ze-U9 329- 
341 


1352 


BL00113 


Adenylate kinase proteins. 


TOT AA1 1 O A 1 O O"/! /C C01 » n OAO 

BL001 13A 12.74 6.5 /le-1 / 29 /- 
313 BL00113A 12.74 5.154e-14 

j3-o9 


1352 


PR00094 


ADENYLATE KINASE SIGNATURE 


Tyr> A AAA/1 A 1 A 1 1 /£ 1 f^C\a. 1 C OQ7 

310 PR00094A 10.31 1.000e-13 
53-66 PR00094C 12.94 7.789e-10 
132-148 


1352 


PR00988 


URIDINE KINASE SIGNATURE 


T»T"1 AAAOO A 1A O OAHn 1 A OA1 

PR00988A 6.39 5.o09e-lU zyj- 
310 


1352 


BL01128 


Shikimate kinase proteins. 


T0TA11O0A 10 O/t C 01 /In AATA/C 

BL01128A 18.84 5.814e-U9 zyo- 
329 


1356 


BL01077 


Ribosomal protein L37e proteins. 


TOT A 1 f\T~7 \ £1 1 A 1 AAAa /|A 1 A A 

BJL01U// 10.34 l.U0Ue-4U i-4y 


1358 


PF00992 


Troponin. 


PF00992A 16.67 2.161e-25 168- 

OAO r>T7AAAAO"D O/C 11 H Q 1 Q d Ol 

zOz FrUUyyzo zo.j 1 /.oloe-Z3 
246-280 PF00992C 16.35 9.743e- 

1 ^ inn oo/r 


1358 


PD00301 


PROTEIN REPEAT MUSCLE 
CALC1UM-BI. 


PD00301B 5.49 5.091e-10 193- 
Zlo 


1359 


DM00475 


w LOW TRANSPOS ASE S APA 1 2K. 


DM00475B 12.12 4.462e-09 103- 

1 oo 
1ZZ 


1359 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 6.233e-09 197- 
244 


1360 


PF00852 


Fucosyl transferase. 


PF00852F 15.97 7.889e-18 328- 
364 


1361 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


1~» T/\AC10 10 00 COOZT-^ "lAO/lO 

BL00518 12.23 5.286e-10 243- 
251 


1361 


BL01282 


BIR repeat proteins. 


BL01282B 30.49 9.455e-10 224- 
262 


1362 


PF00075 


RNase H. 


PF00075B 12.56 6.276e-12 274- 
284 PF00075A 14.44 8.560e-12 
227-243 PF00075F 12.87 4.750e- 
11 704-714 PF0007SC 11 58 

9.786e-ll 306-317 


1362 


BL00349 


CTF/NF-I proteins. 


BL00349C9.33 1.000e-09 738- 
780 


1364 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 8.636e-36 29-67 


1367 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 4.000e-28 36-74 


1367 


PD00066 


PROTEIN ZINC-FINGER METAL- 


PD00066 13.92 9.100e-16 786- 
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BINDI. 


798 PD00066 13.92 3.077e-15 
423-435 PD00066 13.92 3.077e- 
15 702-714 PD00066 13.92 
4.462e-15 395-407 PD00066 
13.92 4.462e-15 562-574 
PD00066 13.92 4.462e-15 618- 
630 PD00066 13.92 4.462e-15 
758-770 PD00066 13.92 7.23 le- 
15 535-547 PD00066 13.92 
1.600e- 14 479-491 PD00066 
13.92 1.600e-14 646-658 
PD00066 13.92 6.400e-14 674- 
686 PD00066 13.92 7.000e-14 
730-742 PD00066 13.92 3.500e- 
13 590-602 PD00066 13.92 
2.286e-12 451-463 PD00066 
13.92 4.808e-10 367-379 


1367 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 2.350e-13 379- 
395 BL00028 16.07 3.348e-12 
435-451 BL00028 16.07 9.217e- 
12 463-479 BL00028 16.07 
9.217e-12 574-590 BL00028 
16.07 1.692e-ll 742-758 
BL00028 16.07 2.038e-ll 686- 
702 BL00028 16.07 2.731e-ll 
491-507 BL00028 16.07 6.885e- 
11 658-674 BL00028 16.07 
6.885e-ll 770-786 BL00028 
16.07 7.577e-ll 407-423 
BL00028 16.07 7.577e-ll 630- 
646 BL00028 16.07 8.269e-ll 
519-535 BL00028 16.07 1.300e- 
10 602-618 BL00028 16.07 
5.200e-10 351-367 BL00028 
16.07 1.514e-09 798-814 
BL00028 16.07 6.657e-09 714- 
730 


1367 


BL00152 


ATP synthase alpha and beta subunits 
proteins. 


BL00152F 12.70 8.650e-09 49-58 


1367 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 4.750e-14 376- 
389 PR00048A 10.52 1.000e-13 
404-417 PR00048A 10.52 
1.000e-13 571-584 PR00048A 
10.52 4.214e-13 627-640 
PR00048A 10.52 8.071e-13 460- 
473 PR00048A 10.52 1.000e-12 
767-780 PR00048A 10.52 
3. 118e-12 488-501 PR00048A 
10.52 7.353e-12 432-445 
PR00048A 10.52 4.316e-ll 739- 
752 PR00048A 10.52 4.789e-ll 
655-668 PR00048A 10.52 
9.053e-ll 599-612 PR00048B 
6.02 9.308e-ll 671-680 
PR00048A 10.52 9.526e-ll 683- 
696 PR00048A 10.52 2.565e-10 
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r 


348-361 PR00048A 10.52 
5.304e-10 795-808 PR00048B 
6.02 6.063e-10 755-764 
PR00048B 6.02 8,313e-10 699- 
708 PR00048B 6.02 8.31 3e-10 
783-792 PR00048A 10.52 
8 .43 5 e- 1 0 7 1 1 -724 PR00048B 
6.02 9.438e-10 587-596 
PR00048B 6.02 1.474e-09 476- 
485 PR00048B 6.02 2.895e-09 
559-568 PR00048B 6.02 J.iose- 
09 420-429 PR00048B 6.02 
5.737e-09 392-401 PR00048B 
6.02 9.053e-09 615-624 
PR00048B 6.02 9.053e-09 643- 
652 PR00048A 10.52 9.280e-09 
516-529 PR00048B6.02 l.OOOe- 
08 504-513 


1369 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 1.730e-09 71-92 


1369 


DM003 1 5 


072 RIBONUCLEASE INHIBITOR. 


DM003 15G 15.85 5.562e-16 709- 
744 DM00315G 15.85 8.700e-l 1 
766-801 DM00315D 18.40 
1.535e-10 710-753 DMOUilou 
15.85 7.128e-10 652-687 
DM003l3Cj Ij.oj D.//Ue-uy jyD- 
630 


1369 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 2.333e-09 690- 
703 PR00019A 11.19 7.333e-09 

747- /oO 


1370 


BL00633 


Bromodomain proteins. 


r>JLUUu3oJ3 lo.oZ O.Oj/c-1j ijO- 

160 


1370 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 9.786e-10 907- 
921 


1370 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 6.786e-13 135- 
151 PR00503D 20.81 2.023e-12 
169-188 PR00503C 19.84 2.688e- 
09 151-169 


1370 


BL00224 


Clathrin light chain proteins. 


BL00224B 16.94 3.618e-09 11-63 


1371 


PR00756 


MEMBRANE ALANYL DIPEPTIDASE 
(Ml) FAMILY SIGNATURE 


PR00756D 10.58 4.484e-17 330- 
345 PR00756E 11.91 4,094e-13 
349-361 PR00756A 12.90 
3.57 le- 12 184-199 PR00756C 
1 1.60 7.900e-12 303-313 
PR00756B 14.06 2.653e-10 228- 
243 


1371 


BL00142 


Neutral zinc metallopeptidases, zinc- 
Dinumg region proieuib. 


BL00142 8.38 5.286e-09 330-340 


1372 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030B 7.03 3.368e-09 393- 
402 


1372 


PD02784 


PROTEIN NUCLEAR 
RIB ONUCLEOPROTEIN. 


PD02784B 26.46 5.245e-09 389- 
431 


1372 


PF00761 


Polyomavirus coat protein. 


PF00761B 18.21 8.633e-09 227- 
265 


1376 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 7.300e-17 212- 
224 PD00066 13.92 7.300e-17 
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464-476 PD00066 13.92 8.200e- 
16 268-280 PD00066 13,92 
9.308e-15 296-308 PD00066 
13.92 2.800e-14 156-168 
PD00066 13.92 2.800e-14 184- 
196 PD00066 13.92 2.800e-14 
436-448 PD00066 13.92 5.200e- 
14 380-392 PD00066 13.92 
5. 800e-14 240-252 PD00066 
13.92 3.000e-13 324-336 
PD00066 13.92 3.000e-13 408- 
420 PD00066 13.92 6.087e-ll 
352-364 


1376 


DM01970 


0 kw ZK632.12 YDR313C ENDOSOMAL 

m. 


DM01970A 8.50 1.000e-09 391- 
397 


1376 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 2.929e-16 476- 
492 BL00028 16.07 5.050e-13 
196-212 BL00028 16.07 5.950e- 
13 280-296 BL00028 16.07 
6.850e-13 420-436 BL00028 
16.07 8.650e-13 252-268 
BL00028 16.07 8.043e-12 224- 
240 BL00028 16.07 8.826e-12 
364-380 BL00028 16.07 1.346e- 
11 336-352 BL00028 16.07 
3.423e-ll 308-324 BL00028 
16.07 6.538e-ll 140-156 
BL00028 16.07 3.400e-10 448- 
464 BL00028 16.07 8.500e-10 
168-184 BL00028 16.07 2.543e- 
09 392-408 


1376 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.500e-17 473- 
486 PR00048A 10.52 8.500e-17 
193-206 PR00048A 10.52 
l.OOOe- 16 277-290 PR00048A 
10.52 1.000e-l 6 417-430 
PR00048A 10.52 2.636e-15 249- 
262 PR00048A 10.52 4.000e-14 
333-346 PR00048A 10.52 
2.929e-13 305-318 PR00048A 
10.52 4.214e-13 361-374 
PR00048A 10.52 1.529e-12 221- 
234 PR00048B 6.02 l.OOOe- 11 
209-218 PR00048B 6.02 l.OOOe- 
1 1 265-274 PR00048B 6.02 
1.000e-ll 461-470 PR00048A 
10.52 2.895e-ll 445-458 
PR00048B 6.02 4.462e-ll lol- 
190 PR00048A 10.52 7.158e-ll 
165-178 PR00048B 6.02 7.231e- 
11 377-386 PR00048B6.02 
2.688e-10 433-442 PR00048B 
6.02 3.250e-10 153-162 
PR00048B 6.02 7.750e-10 293- 
302 PR00048B 6.02 8.875e-10 
237-246 PR00048B 6.02 3.842e- 
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JtvcS 111 la 








09 321-330 PR00048B 6.02 

^ SZAlo HQ Af\^ A*\A PPODOdRA 

10.52 8.560e-09 137-150 

PT?nn04RA 10 59 0 9S0p-00 ^R9- 
r JCvuui/T'Orv, lkj.dz, y ,zouc-u7 jo7 

402 


1377 


PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN. 


PD02448A 9.37 4.000e-09 47-85 


1377 


BL00353 


HMG1/2 proteins. 


dt nAU^Tl 1 1 AH H TX&e* HO 95 HA 


1379 


BL00926 


Lysyl oxidase copper-binding region 
proteins. 


BL00926B 13.84 6.580e-10 668- 
705 


1379 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL001 15Z 3.12 9.801e-09 648- 
696 


1380 


BL01240 


Purine and other phosphorylases family 2 
proteins. 


BL01240C 25.01 5.645e-33 177- 
218 BL01240B 22.37 9.550e-26 
96-126 BL01240A 11.26 1.243e- 
11 10-23 


1386 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.800e-10 638- 
654 BL00028 16.07 5.371 e-09 
214-230 BL00028 16.07 l.OOOe- 
08 791-807 


1389 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 5.500e-15 206- 
222 BL00028 16.07 6.063e-15 
178-194 BL00028 16.07 7.188e- 
15 290-306 BL00028 16.07 
1.000e-14 150-166 BL00028 
16.07 2.800e-13 122-138 
BL00028 16.07 4.600e-13 458- 
474 BL00028 16.07 1.000e-12 
430-446 BL00028 16.07 3.348e- 
12 534-550 BL00028 16.07 
5.696e-12 234-250 BL00028 
16.07 6.478e-12 318-334 
BL00028 16.07 4.462e-l 1 402- 
418 BL00028 16.07 5.154e-l 1 
374_390 BL00028 16.07 6.192e- 
11 262-278 BL00O28 16.07 
8.615e-ll 94-110 BL00028 16.07 
4.600e-10 346-362 


1389 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 8.200e-14 250- 

262 PD00066 13.92 2.500e-13 

222-234 PD00066 13.92 2.500e- 

13 390-402 PD00066 13.92 

7.500e-13 306-318 PD00066 

13.92 5.286e-12 194-206 

PD00066 13.92 8.286e-12 110- 

122 PD00066 13.92 8.714e-12 

334-346 PD00066 13.92 l.OOOe- 
11 1 5n PFinnn^^ 1 ^ Q9 

1.000e-ll 418-430 PD00066 
13.92 1.000e-ll 446-458 
PD00066 13.92 7.261e-ll 362- 
374 PD00066 13.92 9.609e-ll 
278-290 PD00066 13.92 1.692e- 
10 474-486 PD00066 13.92 
2.200e-09 494-506 


1389 


BL00479 


Phorbol esters / diacylglycerol binding 


BL00479A 19.86 9.234e-09 81- 
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domain proteins. 


103 


1389 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 3.250e-16 203- 
216 PR00048A 10.52 5.091e-15 
287-300 PR00048A 10.52 
6.727e-15 147-160 PR00048A 
10.52 6.727e-15 455-468 
PR00048A 10.52 1.000e-14 427- 
440 PR00048A 10.52 2.500e-14 
119-132 PR00048A 10.52 
4.000e-14 315-328 PR00048A 
10.52 4.857e-13 531-544 
PR00048A 10.52 2.059e-12 399- 
412 PR00048A 10.52 3.118e-12 
343-356 PR00048A 10.52 
3.1 18e-12 371-384 PR00048A 
10.52 4.706e-12 259-272 
PR00048A 10.52 5.235e-12 231- 
244 PR00048A 10.52 8.941e-12 
91-104 PR00048B 6.02 1.000e-10 
247-256 PR00048A 10.52 
4.913e-10 175-188 PR00048B 
6.02 2.421e-09 471-480 
PR00048B 6.02 3.842e-09 163- 
172 PR00048A 10.52 4.240e-09 
503-516 PR00048B 6.02 7.632e- 
09 219-228 PR00048B 6.02 
9.526e-09 191-200 


1391 


BL00411 


Kinesin motor domain proteins. 


BL00411G 21.39 2.667e-30 136- 
177 BL00411E 10.43 9.419e-16 
31-49 BL00411F 14.77 1.529e-14 
92-116 BL00411H 15.66 6.684e- 
14 185-215 


1391 


PR00380 


KINESIN HEAVY CHAIN SIGNATURE 


PR00380B 12.64 6.362e-13 101- 
118 PR00380C 13.18 1.783e-12 
135-153 PR00380D9.93 3.803e- 
12 186-207 


1395 


BL01283 


T-box domain proteins. 


BL01283A 24.15 6.906e-39 122- 
169 BL01283D 11.70 7.868e-31 
272-304 BL01283B 23.17 
9.757e-31 182-223 BL01283C 
13.05 8.448e-l 6 234-247 


1395 


PR00937 


T-BOX DOMAIN SIGNATURE 


PR00937A 15.25 1.000e-25 130- 
154 PR00937D 13.41 7.375e-17 
233-247 PR00937E 11.86 8.541 e- 
14 275-288 PR00937F 12.53 
1.450e-12 296-304 PR00937C 
10.51 3.400e-12 214-223 

210 


1397 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.000e-15 339- 
355 BL00028 16.07 1.000e-14 
535-551 BL00028 16.07 2.800e- 
13 479-495 BL00028 16.07 
5.500e-13 199-215 BL00028 
16.07 7.750e-13 283-299 
BL00028 16.07 8.200e-13 255- 
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271 BL00028 16.07 4.913e-12 

12 423-439 BL00028 16.07 
3.077e-ll 311-327 BL00028 
16.07 3.077e-ll 507-523 
BL00028 16.07 4.462e-l 1 451- 
467 BL00028 16.07 8.615e-ll 
227-243 BL00028 16.07 5.200e- 
10 563-579 BL00028 16.07 
7.000e-10 367-383 


1397 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 8.800e-14 271- 
283 PD00066 13.92 8.800e-14 
467-479 PD00066 13.92 2.000e- 
13 523-535 PD00066 13.92 
2.500e-13 411-423 PD00066 
13.92 5.000e-13 215-227 

507 PD00066 13.92 2.286e-12 
551-563 PD00066 13.92 7.000e- 
12 327-339 PD00066 13.92 
1.346e- 10 243-255 PD00066 
13.92 2.385e-10 299-311 
PD00066 13.92 8.269e-10 439- 
451 PD00066 13.92 8.200e-09 
383-395 


1397 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 6.625e-16 532- 
545 PR00048A 10.52 4.273e-15 
280-293 PR00048A 10.52 
6.250e-14 336-349 PR00048A 
10.52 6.250e-14 420-433 
PR00048A 10.52 7.000e-14 476- 
489 PR00048A 10.52 8.500e-14 
308-321 PR00048A 10.52 
4.214e-13 448-461 PR00048A 
10.52 1.000e-ll 252-265 
PR00048A 10.52 3.368e-ll 196- 
209 PR00048A 10.52 3.368e-l 1 
224-237 PR00048A 10.52 
4.316e-ll 392-405 PR00048A 
10.52 4.789e-ll 364-377 
PR00048B 6.02 7.923e-ll 296- 
305 PR00048B 6.02 2.688e-10 
492-501 PR00048B 6.02 3.8 13e- 
10 324-333 PR00048B 6.02 
4.375e- 10 240-249 PR00048A 
10.52 4.913e-10 5oU-!)/J 
PR00048B 6.02 8.875e-10 520- 
529 PR00048A 10 52 9 609e-10 
504-517 PR00048B 6.02 3.368e- 
09 464-473 PR00048B 6.02 
5.263e-09 548-557 PR00048B 
6.02 6.211e-09 408-417 
PR00048B 6.02 9.053e-09 268- 
277 


1398 


PR0O320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 6.824e-10 211- 
225 PR00320C 13.01 8.800e-09 
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211-225 


1401 


BL00359 


Ribosomal protein LI 1 proteins. ! 


BL00359B 23.07 4.231e-24 46-86 
BL00359C 22.18 6.586e-22 101- 
134 BL00359A 20.66 8.297e-13 
10-45 


1401 


BLO1108 


Ribosomal protein L24 proteins. 


BL01 108A 20.33 1.000e-08 30-62 


1403 


PF0O855 


PWWP domain proteins. 


PF00855 13.75 8.116e-18 357-373 


1404 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.118e-14 576- 
592 BL00028 16.07 4.706e-14 
436-452 BL00028 16.07 5.765e- 
14 772-788 BL00028 16.07 
7.882e-14 212-228 BL00028 
16.07 3.700e-13 632-648 
BL00028 16.07 6.400e-13 296- 
312 BL00028 16.07 8.650e-13 
240-256 BL00028 16.07 9.100e- 
13 856-872 BL00028 16.07 
9.550e-13 688-704 BL00028 
16.07 1.000e-12 268-284 
BL00028 16.07 5.304e-12 660- 
676 BL00028 16.07 6.087e-12 
604-620 BL00028 16.07 6.478e- 
12 520-536 BL00028 16.07 
8.435e-12 156-172 BL00028 
16.07 8.826e-12 716-732 
BL00028 16.07 1.000e-ll 324- 
340 BL00028 16.07 1.000e-ll 
380-396 BL00028 16.07 2.038e- 
11 548-564 BL00028 16.07 
2.038e-ll 744-760 BL00028 
16.07 2.385e-ll 800-816 
BL00028 16.07 5.500e-ll 184- 
200 BL00028 16.07 5.500e-l 1 
352-368 BL00028 16.07 5.500e- 
11 408-424 BL00028 16.07 
7.231e-ll 828-844 BL00028 
16.07 1.900e- 10 464-480 


1404 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 1.000e-14 256- 
268 PD00066 13.92 1.000e-14 
312-324 PD00066 13.92 l.OOOe- 
14 340-352 PD00066 13.92 
1.000e-14 396-408 PD00066 
13.92 1.000e-14 592-604 
PD00066 13.92 4.600e-14 648- 
660 PD00066 13.92 5.200e-14 
368-380 PD00066 13.92 5.200e- 
14 676-688 PD00066 13.92 

a ROOf* 14?R4_?Qfi PD00066 

13.92 1.500e-13 564-576 
PD00066 13.92 2.000e-13 788- 
800 PD00066 13.92 5.500e-13 
816-828 PD00066 13.92 6.000e- 
13 452-464 PD00066 13.92 
l.OOOe- 12 704-716 PD00066 
13.92 1.429e-12 620-632 
PD00066 13.92 1.429e-12 760- 
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1404 



BL00479 



Phorbol esters / diacylglycerol binding 
domain proteins. 



1404 



PR00048 



C2H2-TYPE ZINC FINGER SIGNATURE 



772 PD00066 13.92 4.000e-12 
844-856 PD00066 13.92 6.571e- 
12 536-548 PD00066 13.92 
6.571e-12 732-744 PD00066 
13.92 1.000e-ll 172-184 
PD00066 13.92 4.462e-10 228- 
240 PD00066 13.92 8.200e-09 
200-212 



BL00479A 19.86 8.660e-09 507- 
529 



PR00048A 10.52 8.500e-17 629- 
642 PR00048A 10.52 2.500e-14 
657-670 PR00048A 10.52 
4.000e-14 573-586 PR00048A 
10.52 9.250e-14 769-782 
PR00048A 10.52 1.000e-13 853- 
866 PR00048A 10.52 5.500e-13 
265-278 PR00048A 10.52 
8.714e-13 741-754 PR00048A 
10.52 8.714e-13 825-838 
PR00048A 10.52 9.357e-13 293- 
306 PR00048A 10.52 1.000e-12 
377-390 PR00048A 10.52 
3. 118e-12 209-222 PR00048A 
10.52 3. 118e-12 713-726 
PR00048A 10.52 4.706e-12 601- 
614 PR00048B 6.02 1.000e-ll 
561-570 PR00048A 10.52 
2.421e-ll 237-250 PR00048A 
10.52 2.421e-ll 797-810 
PR00048A 10.52 4.789e- 11 181- 
194 PR00048A 10.52 5.263e-ll 
321-334 PR00048B 6.02 5.846e- 
11 365-374 PR00048A 10.52 
7.632e-ll 349-362 PR00048A 
10.52 7.632e-ll 405-418 
PR00048A 10.52 7.632e-ll 545- 
558 PR00048B 6.02 8.615e-ll 
673-682 PR00048A 10.52 
9.053e-ll 461-474 PR00048A 
10.52 2. 174e-10 685-698 
PR00048B 6.02 4.375e-10 869- 
878 PR00048A 10.52 4.913e-10 
153-166 PR00048B 6.02 5.500e- 
10 281-290 PR00048B 6.02 
5.500e-10 309-318 PR00048B 
6.02 5.737e-09 701-710 
PR00048B 6.02 5.737e-09 813- 
822 PR00048A 10.52 6.040e-09 
433-446 PR00048B 6.02 6.684e- 
09 589-598 PR00048B 6.02 
7.632e-09 421-430 PR00048B 
6.02 8.579e-09 533-542 
PR00048B 6.02 9.053e-09 645- 
654 PR00048B 6.02 9.053e-09 
785-794 
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1404 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULATION AC. 

■ 


PD02462A 22.48 8.177e-10 345- 
379 PD02462A 22.48 4.841e-09 
541-575 PD02462A 22.48 
5.720e-09 261-295 PD02462A 
22.48 8.244e-09 653-687 
PD02462A 22.48 9.451e-09 401- 
435 


1408 


DM01970 


0 kw ZK632.12 YDR313C ENDOSOMAL 
III. 


DM01970B 8.60 7.716e-13 290- 
302 DM01970B 8.60 2.157e-12 
173-185 


1408 


BL00609 


Glycosyl hydrolases family 32 proteins. 


BL00609D 14.32 9.082e-09 63-74 


1413 


PR00598 


BACTERIAL REGULATORY PROTEIN 
MARR FAMILY SIGNATURE 


PR00598D 16.48 6.434e-09 153- 
173 


1415 


DM01970 


0 kw ZK632.12 YDR313C ENDOSOMAL 
III. 


DM01970B 8.60 3.593e-15 62-74 


1415 


PR00802 


SERUM ALBUMIN FAMILY 
SIGNATURE 


PR00802A 12.17 3.213e-09 76-90 


1417 


BL00019 


Actinin-type actin-binding domain proteins. 


BL00019D 15.33 3.769e-16 984- 
1013 


1420 


BL00107 


Protein kinases ATP -binding region 
proteins. 


BL00107B 13.31 3.077e-12 433- 
448 BL00107A 18.39 8.615e-12 
371-401 


1420 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 6.492e-10 434- 
456 


1425 


BL00194 


Thioredoxin family proteins. 


BL00194 12.16 7.667e-12 31-43 


1425 


PR00421 


THIOREDOXIN FAMILY SIGNATURE 


PR00421B 11.40 6.800e-09 38-47 


1427 


PR00169 


POTASSIUM CHANNEL SIGNATURE 


PR00169A 16.77 6.447e-09 78-97 


1430 


PF00791 


Domain present in ZO-1 and Unc5-like 
netrin receptors. 


PF00791B 28.49 7.955e-14 83- 
137 PF00791B 28.49 5.091e-ll 
149-203 PF00791B 28.49 6.854e- 
10 182-236 PF00791B 28.49 
7.029e-10 116-170 PF00791B 
28.49 8.252e-10 50-104 


1430 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 6.625e-10 50-65 
PF00023A 16.03 4.857e-09 149- 
164 PF00023A 16.03 7.107e-09 
83-98 


1431 


PR00547 


X OPIOID RECEPTOR SIGNATURE 


PR00547G 14.01 7.261e-09 91- 
108 


1431 


BL00038 


Myc-type, 'helix-loop-helix' dimerization 
domain proteins. 


BL00038A 13.61 7.300e-09 121- 
136 


1431 


BL00873 


Sodium:alanine symporter family proteins. 


BL00873C 13.14 8.962e-09 49-80 


1431 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL00115Z3.12 3.232e-ll 199- 
247 BL00115Z3.12 1.000e-09 
192-240 BL00115Z3.12 9.338e- 
09 206-254 


1434 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


t\t r\r\r\sy n 1 f r\*~! i r\f\f\ ~ 1 a too 

BL00028 16.07 1.000e-14 /az- 
798 BL00028 16.07 4.706e-14 
698-714 BL00028 16.07 7.882e- 
14 502-518 BL00028 16.07 
5.500e-13 614-630 BL00028 
16.07 5.950e-13 558-574 
BL00028 16.07 2.174e-12 362- 
378 BL00028 16.07 2.174e-12 
922-938 BL00028 16.07 2.565e- 
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12 306-322 BL00028 16.07 
2.957e-12 754-770 BL00028 
16.07 5.696e-12 418-434 
BL00028 16.07 8.043e-12 894- 
910 BL00028 16.07 9.217e-12 
866-882 BL00028 16.07 2.038e- 
11 642-658 BL00028 16.07 
3.769e-ll 446-462 BL00028 
16.07 4.115e-ll 810-826 
BL00028 16.07 6.538e-ll 278- 
294 BL00028 16.07 8.615e-ll 
726-742 BL00028 16.07 8.962e- 
11 530-546 BL00028 16.07 
1.300e-10 390-406 BL00028 
16.07 2.200e-10 334-350 
BL00028 16.07 5.200e-10 586- 
602 BL00028 16.07 9.100e-10 
474-49O BL00028 16.07 9.100e- 
10 670-686 


1434 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 9.100e-17 630- 
642 PD00066 13.92 1.000e-15 
798-810 PD00066 13.92 4.462e- 
15 434-446 PD00066 13.92 
5.846e-15 882-894 PD00066 
13.92 1.600e-14 714-726 
PD00066 13.92 4.000e-14 770- 
782 PD00066 13.92 5.800e-l4 
406-418 PD00066 13.92 5.800e- 
14 574-586 PD00066 13.92 
6.400e-14 602-614 PD00066 
13.92 7.500e-13 378-390 
PD00066 13.92 9.000e-13 686- 
698 PD00066 13.92 3.143e-12 
294-306 PD00066 13.92 4.522e- 
11 490-502 PD00066 13.92 
4.913e-ll 854-866 PD00066 
13.92 8.435e-ll 350-362 
PD00066 13.92 8.435e-ll 546- 
558 PD00066 13.92 8.435e-ll 
742-754 PD00066 13.92 2.385e- 
10 658-670 PD00066 13.92 
2.385e-10 910-922 PD00066 
13.92 3.077e-10 462-474 
PD00066 13.92 5.500e-09 826- 
838 


1434 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 3.930e-31 83-121 
PD01066 19.43 9.143e-09 124- 
162 


1434 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.000e-17 555- 
568 PR00048A 10.52 1.000e-14 
751-764 PR00048A 10.52 
5.500e-14 863-876 PR00048A 
10.52 9.250e-14 919-932 
PR00048A 10.52 1.000e-13 891- 
904 PR00048A 10.52 2.929e-13 
807-820 PR00048A 10.52 
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3.571C-13 359-372 PR00048A 
10.52 3.571e-13 779-792 
PR00048A 10.52 4.214e-13 499- 
512 PR00048A 10.52 3.1 18e-12 
415-428 PR00048A 10.52 
3.1 18e-12 695-708 PR00048A 
10.52 3.647e-12 639-652 
PR00048A 10.52 5.235e-12 61 1- 
624 PR00048A 10.52 7.882e-12 
723-736 PR00048A 10.52 
8.412e-12 443-456 PR00048A 
10.52 5.737e-ll 387-400 
PR00048B 6.02 7.231e-ll 627- 
636 PR00048A 10.52 8.105e-l 1 
583-596 PR00048A 10.52 
1.391e-10 303-316 PR00048B 
6.02 1.563e-10 319-328 
PR00048B 6.02 1.563e-10 739- 
748 PR00048B 6.02 2.125e-10 
907-916 PR00048B 6.02 2.688e- 
10 431-440 PR00048B 6.02 
2.688e-10 599-608 PR00048A 
10.52 4.522e-10 471-484 
PR00048B 6.02 5.500e-10 543- 
552 PR00048B 6.02 6.625e-10 
711-720 PR00048B 6.02 7.750e- 
10 487-496 PR00048B 6.02 
7.750e-10 683-692 PR00048A 
10.52 9.217e-10 835-848 
PR00048B 6.02 1.474e-09 879- 
888 PR00048B 6.02 1.947e-09 
347-356 PR00048A 10.52 
2.800e-09 667-680 PR00048B 
6.02 5.737e-09 403-412 
PR00048B 6.02 7.632e-09 515- 
524 PR00048B 6.02 8.1 05e-09 
795-804 PR00048A 10.52 
8.920e~09 275-288 PR00048B 
6.02 9.526e-09 571-580 
PR00048B 6.02 9.526e-09 767- 
776 


1437 


BL00579 


Ribosomal protein L29 proteins. 


BL00579B 21.99 5.065e-21 35-64 


1439 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 3.432e-34 8-46 


1439 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 5.235e-14 312- 
328 BL00028 16.07 6.294e-14 
368-384 BL00028 16.07 7.882e- 
14 228-244 BL00028 16.07 
4.150e-13 452-468 BL00028 
16.07 5.304e-12 340-356 
BL00028 16.07 6.478e-12 200- 
216 BL00028 16.07 8.435e-12 
424-440 BL00028 16.07 9.21 7e- 
12 256-272 BL00028 16.07 
1.692e-ll 284-300 BL00028 
16.07 5.154e-ll 396-412 
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BL00028 16.07 9.654e-ll 172- 
188 


1439 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.818e-15 309- 
322 PR00048A 10.52 5.091 e- 15 
225-238 PR00048A 10.52 
4.750e-14 365-378 PR00048A 
10.52 7.750e-14 169-182 
PR00048A 10.52 2.929e-13 337- 
350 PR00048A 10.52 5.500e-13 
253-266 PR00048A 10.52 
6.786e-13 393-406 PR00048A 
10.52 2.588e-12 281-294 
PR00048A 10.52 4.176e-12 449- 
462 PR00048A 10.52 7.353e-12 
421-434 PR00048B 6.02 1.692e- 
1 1 437-446 PR00048B 6.02 
1.563e-10 241-250 PR00048B 
6.02 2.688e- 10 269-278 
PR00048B 6.02 3.250e-10 353- 
362 PR00048B 6.02 4.375e-10 
325-334 PR00048A 10.52 
4.913e-10 197-210 PR00048B 
6.02 4.316e-09 381-390 


1439 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.800e-14 272- 
284 PD00066 13.92 2.800e-14 
328-340 PD00066 13.92 6.400e- 
14 356-368 PD00066 13.92 
2.000e-13 412-424 PD00066 
13.92 3.500e-13 440-452 
PD00066 13.92 6.500e-13 244- 
256 PD00066 13.92 1.857e-12 
300-312 PD00066 13.92 5.286e- 
12 216-228 PD00066 13.92 
8.286e-12 384-396 PD00066 
13.92 5.200e-09 188-200 


1446 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 5.500e-15 194- 
210 BL00028 16.07 3.1 18e-14 
334-350 BL00028 16.07 l.OOOe- 
12 222-238 BL00028 16.07 
6.478e-12 250-266 BL00028 
16.07 9.217e-12 306-322 
BL00028 16.07 9.217e-12 390- 
406 BL00028 16.07 1.000e-ll 
166-182 BL00028 16.07 6.1 92e- 
11 362-378 BL00028 16.07 
9.654e-ll 85-101 BL00028 16.07 
2.200e-10 138-154 BL00028 
16.07 6.400e- 10 29-45 BL00028 
16.07 7.600e-10 278-294 


1446 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BIND I. 


PD00066 13.92 5.500e-16 378- 
390 PD00066 13.92 9.100e-16 
350-362 PD00066 13.92 5. 154e- 
15 238-250 PD00066 13.92 
2.800e-14 210-222 PD00066 
13.92 3.143e-12 101-113 
PD00066 13.92 3.143e-12 154- 
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166 PD00066 13.92 8.714e-12 
322-334 PD00066 13.92 9.143e- 
12 126-138 PD00066 13.92 
9.143e-12 294-306 PD00066 
13.92 L000e-ll 17-29 PD00066 
13.92 9.217e-ll 266-278 
PD00066 13.92 1.346e-10 182- 
194 PD00066 13.92 4.462e-10 
73-85 PD00066 13.92 5.200e-09 
45-57 


1446 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.000e-17 387- 
400 PR00048A 10.52 4.375e-16 
191-204 PR00048A 10.52 
7.750e-14 219-232 PR00048A 
10.52 1.643e-13 331-344 
PR00048A 10.52 3.571e-13 163- 
176 PR00048A 10.52 2.059e-12 
359-372 PR00048A 10.52 
2.588e-12 303-316 PR00048A 
10.52 3.647e-12 82-95 
PR00048A 10.52 7.353e-12 247- 
260 PR00048A 10.52 5.263e-ll 
275-288 PR00048B 6.02 5.846e- 
11 235-244 PR00048A 10.52 
7.158e-ll 26-39 PR00048A 
10.52 1.783e-10 135-148 
PR00048A 10.52 2.957e-10 54-67 
PR00048B 6.02 5.500e-10 207- 
216 PR00048B 6.02 6.625e-10 
347-356 PR00048B 6.02 8.875e- 
10 375-384 PR00048B 6.02 
L474e-09 179-188 PR00048B 
6.02 1.474e-09 319-328 
PR00048B 6.02 2.895e-09 70-79 
PR00048B 6.02 5.737e-09 151- 
160 


1451 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULATION AC. 


PD02462A 22.48 9.658e-10 543- 
577 


1451 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.375e-15 466- 
482 BL00028 16.07 6.063e-15 
494-510 BL00028 16.07 6.063e- 
15 522-538 BL00028 16.07 
4.706e-14 410-426 BL00028 
16.07 5.500e-13 438-454 
BL00028 16.07 7.750e-13 270- 
286 BL00028 16.07 9.100e-13 
298-314 BL00028 16.07 2.731e- 
11 550-566 BL00028 16.07 
5.500e-ll 354-370 BL00028 
16.07 5.500e-ll 382-398 
BL00028 16.07 1.300e-10 578- 
594 BL00028 16.07 3.100e-10 
186-202 BL00028 16.07 7.600e- 
10 242-258 BL00028 16.07 
2.800e-09 326-342 BL00028 
16.07 4.086e-09 158-174 
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1451 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.200e-14 314- 
326 PD00066 13.92 8.800e-14 
230-242 PD00066 13.92 l.OOOe- 
13 482-494 PD00066 13.92 
6.500e-13 510-522 PD00066 
13.92 1.857e-12 258-270 
PD00066 13.92 4.429e-12 286- 
298 PD00066 13.92 5.286e-12 

mo /f 1 a Dr\AAA/C/C 1 1 no c ti /i a 
39o-41U FJJUUUoo lo.yz j./14e- 

12 454-466 PD00066 13.92 

7.000e-12 370-382 PD00066 

13.92 9.571e-12 174-186 

PD00066 13.92 3.739e-ll 566- 

578 PD00066 13.92 3.077e-10 

202-214 PD00066 13.92 8.500e- 

09 426-438 PD00066 13.92 

8.500e-09 538-550 


1451 


PR00048 


C2H2-TYPE ZINC FINGER- SIGNATURE 


PR00048A 10.52 4.000e-14 407- 
420 PR00048A 10.52 2.929e-13 
491-504 PR00048A 10.52 
2.929e-13 519-532 PR00048A 
10.52 5.500e-13 295-308 
PR00048A 10.52 2.059e-12 267- 
280 PR00048A 10.52 2.588e-12 
463-476 PR00048A 10.52 
6.294e-12 575-588 PR00048A 
10.52 7.882e-12 351-364 
PR00048A 10.52 9.471e-12 379- 
392 PR00048A 10.52 9.526e-ll 
239-252 PR00048B 6.02 1.563e- 
10 423-432 PR00048A 10.52 
4.522e-10 183-196 PR00048A 
10.52 4.913e-10 323-336 
PR00048B 6.02 6.063e-10 339- 
348 PR00048B 6.02 6.063e-10 
535-544 PR00048B 6.02 8.3 13e- 

1 A inn 1AO T)T> C\C\C\A OT3 AO 

10 iyy-2Uo FKU(JU4oJ3 O.U2 
1.474e-09 311-320 PR00048B 

PR00048B 6.02 4.789e-09 171- 

435-448 PR00048B 6.02 5.263e- 
09 507-516 PR00048A 10.52 
7.480e-09 547-560 PR00048B 
6.02 9.526e-09 283-292 


1453 


BL00354 


HMG-I and HMG-Y DNA-binding domain 
proteins (A+T-hook). 


BL00354A3.83 1.000e-08 346- 
355 




JrJJU J.UOO 


METAL-BINDING NU. 


rJJUlUUU 1.7. HO X.jUUC-jO O-H-O 


1454 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.000e-15 141- 
157 BL00028 16.07 1.450e-13 
225-241 BL00028 16.07 3.250e- 
13 421-437 BL00028 16.07 
4.150e-13 617-633 BL00028 
16.07 9.100e-13 449-465 
BL00028 16.07 9.100e-13 645- 
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661 BL00028 16.07 4.130e-12 
197-213 BL00028 16.07 9.217e- 
12 253-269 BL00028 16.07 
1.346e-ll 561-577 BL00028 
16.07 4.115e-ll 169-185 
BL00028 16.07 4.462e-ll 365- 
381 BL00028 16.07 5.154e-ll 
477-493 BL00028 16.07 5. 154e- 
11 589-605 BL00028 16.07 
1.300e-10 393-409 BL00028 
16.07 2.500e-10 533-549 
BL00028 16.07 4.900e-10 309- 
325 BL00028 16.07 5.500e-10 
281-297 BL00028 16.07 5.500e- 
10 337-353 BL00028 16.07 
7.000e-10 505-521 


1454 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 4.462e-15 409- 
421 PD00066 13.92 4.462e-15 
549-561 PD00066 13.92 4.462e- 
15 633-645 PD00066 13.92 
5.846e-15 185-197 PD00066 
13.92 8.615e-15 241-253 
PD00066 13.92 2.800e-14 353- 
365 PD00066 13.92 2.800e-14 
437-449 PD00066 13.92 2.800e- 
14 493-505 PD00066 13.92 
2.800e-14 521-533 PD00066 
13.92 2.800e-14 577-589 
PD00066 13.92 2.800e-14 605- 
617 PD00066 13.92 5.800e-14 
465-477 PD00066 13.92 8.200e- 
14 297-309 PD00066 13.92 
2.000e-13 381-393 PD00066 
13.92 4.000e-13 157-169 
PD00066 13.92 5.500e-13 213- 
225 PD00066 13.92 3.348e-l 1 
129-141 PD00066 13.92 6.870e- 
11 325-337 PD00066 13.92 
3.400e-09 269-281 


1454 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 8.875e-16 222- 
235 PR00048A 10.52 1.750e-14 
194-207 PR00048A 10.52 
2.500e-14 250-263 PR00048A 
10.52 4.000e-14 138-151 
PR00048A 10.52 7.000e-14 446- 
459 PR00048A 10.52 7.000e-14 
586-599 PR00048A 10.52 
7.000e-14 642-655 PR00048A 
10.52 7.750e-14 362-375 
PR00048A 10.52 9.250e-14 166- 
179 PR00048A 10.52 1.643e-13 
558-571 PR00048A 10.52 
5.500e-13 418-431 PR00048A 
10.52 6. 143e-13 474-487 
PR00048A 10.52 6.143e-13 530- 
543 PR00048B 6.02 6.400e-13 
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434-443 PR00048A 10.52 
l.OOOe- 12 306-319 PR00048A 
10.52 1.529e-12 614-627 
PR00048A 10.52 2.059e-12 334- 
347 PR00048B 6.02 1.000e-ll 
406-415 PR00048B 6.02 l.OOOe- 
1 1 490-499 PR00048B 6.02 
1.000e-ll 574-583 PR00048B 
6.02 1.692e-ll 630-639 
PR00048A 10.52 5.263e-ll 390- 
403 PR00048B 6.02 6.538e-ll 
602-611 PR00048B 6.02 7.231 e- 
11 238-247 PR00048B 6.02 
7.231e-ll 546-555 PR00048A 
10.52 8.105e-ll 502-515 
PR00048B 6.02 2.688e-10 350- 
359 PR00048B 6.02 3.813e-10 

^78-^R7 Pl?0004RPi 09 *\ ftl'lpi 

10 462-471 PR00048B6.02 
1 000e-09 904-^0^ PR0004RR 

6.02 2.895e-09 266-275 
PR00048B 6.02 4.789e-09 210- 
219 PR00048B 6.02 5.737e-09 
518-527 PR00048B 6.02 9.526e- 
09 182-191 PR00048B 6.02 
1.000e-08 154-163 


1455 


BL00926 


Lysyl oxidase copper-binding region 
nroteins 


BL00926B 13.84 6.094e-09 457- 

404 


1455 


BL00028 

• 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.313e-15 400- 
416 BL00028 16.07 7.750e-13 

R7-1 m RT 0009 R 1 fi 07 1 6Q?p 1 1 

285-301 BL00028 16.07 6.885e- 
11 59-75 BL00028 16.07 1.600e- 
10 313-329 BL00028 16.07 
5. 886e-09 115-131 BL00028 
16 07 7 943e-09 245-261 


1455 


PD0O066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 7.000e-09 416- 
428 PD00066 13.92 8.200e-09 
75-87 


1455 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.000e-10 84-97 
PR00048A 10.52 4.130e-10 397- 

410 PP0004RA 10 S9 f\ R70p 10 

282-295 PR00048A 10.52 
8.920e-09 310-323 


1457 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 7.300e-17 766- 
778 PD00066 13.92 7.231 e- 15 
738-750 PD00066 13.92 2.800e- 
14 822-8^4 PD00066 13 92 
5.200e-14 710-722 PD00066 
13.92 3.739e-ll 794-806 


1457 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.650e-13 694- 
710 BL00028 16.07 4.130e-12 
806-822 BL00028 16.07 4.462e- 
11 778-794 BL00028 16.07 
8.615e-ll 750-766 BL00028 
16.07 1.600e- 10 722-738 
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BL00028 16.07 4.000e-10 834- 
850 


1457 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 6.051e-09 514- 
564 


1457 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 3.250e-14 691- 
704 PR00048A 10.52 9.250e-14 
775-788 PR00048A 10.52 
5.500e-13 747-760 PR00048A 
10.52 3,118e-12 803-816 
PR00048A 10.52 7.353e-12 831- 
844 PR00048A 10.52 1.947e-ll 
719-732 PR00048B 6.02 4.462e- 
11 707-716 PR00048B 6.02 
2.688e-10 763-772 PR00048B 
6.02 5.500e-10 819-828 
PR00048B 6.02 8.105e-09 735- 
744 


1 A^Q 
LHJO 


pi? r\nr\A i 


LAMr Kiior'UINoxi LLLMbJN 1 BIN DIN <jr 

(CREB) PROTEIN SIGNATURE 


PR00041A 13.35 2.588e-28 56-78 
PR00041B 8.61 1.000e-20 105- 

i on 
lzU 


1459 


DM00315 


072 RIBONUCLEASE INHIBITOR. 


DM003 15G 15.85 3.430e-09 78- 

1 1 o 

i J.3 


1462 


PD01823 


PROTEIN INTERGENIC REGION ABC1 
PRECURSOR MITOCHONDRION T. 


PD01823C 16.13 5.909e-14 214- 

234 PD01823B 14.96 1.655e-13 
ion ono D~nni coin i/^ 

iyu-zuy ruui ozjjj lo.oo 

Z.JOOC-U7 Zi/Z-j J.Z 


1465 


BL01160 


Kinesin light chain repeat proteins. 


BL01160B 19.54 7.483e-09 772- 

89 <\ 


1465 


BL00795 


Involucrin proteins. 


BL00795C 17.06 9.700e-09 747- 

*7Q 1 


1466 


PF00084 


Sushi domain proteins (SCR repeat 
proteins. 


PF00084B 9.45 9.100e-12 86-97 
PF00084B 9.45 7.188e-10 263- 

Z /4 


1470 


BL00021 


Kringle domain proteins. 


BL00021D 24.56 5.378e-31 55-96 


1 A1C\ 
it/u 


DLU 1 ZJj 


i ype i iioronectrn domain proteins. 


"DT f\t OCO.TJT 11 1 ^ C\ /CO OO /CC HA 

BLUlzDili 13.15 y.ozUe-22 65-99 
BL01253G 11.34 2.149e-17 46-59 


1470 


PR00722 


CHYMOTRYPSIN SERINE PROTEASE 
FAMILY (SI) SIGNATURE 


PR00722C 10.87 2.000e-16 46-58 


1 A1C\ 
1H /U 




Apple domain proteins. 


BL00495N 1 1.04 2.414e-24 39-73 
BL00495O 13.75 6.556e-14 74- 
102 


1470 


BL00134 


Serine proteases, trypsin family, histidine 
proteins. 


BL00134B 15.99 1.947e-20 47-70 
BL00134C 13.45 5.875e-12 83-96 


1471 


BL00134 


Serine proteases, trypsin family, histidine 
proteins. 


BL00134B 15.99 7.857e-19 245- 
268 BL00134A 11.96 7.652e-18 
89-105 BL00134C 13.45 5.200e- 

1 *\ 97£ 901 


1471 


BL01253 


Type I fibronectin domain proteins. 


BL01253G 11.34 3.961e-12 244- 
257 BL01253D4.84 8.984e-12 
89-102 BL01253H 13.15 3.406e- 
1 1 260-294 


1471 


PR00722 


CHYMOTRYPSIN SERINE PROTEASE 
FAMILY (SI) SIGNATURE 


PR00722A 12.27 4.522e-16 90- 
105 PR00722C 10.87 3.045e-l 1 
244-256 PR00722B 12.51 5.286e- 
10 144-158 
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1471 


BL00021 


Kringle domain proteins. 


BL00021B 13.33 8.929e-18 89- 
106 RT 00021D 24 56 7 384e-09 

250-291 


1471 


BL00495 


Apple domain proteins. 


m 004Q5O 1 3 75 2 385e-l 1 269- 1 
297 BL00495N 1 1 .04 8.946e-09 

9^7-971 i 


1472 


PR00326 


GTP1/OBG GTP-BINDING PROTEIN 
FAMILY SIGNATURE 


PR00326A 8.75 5.636e-10 419- ~1 
439 


1472 


BL00410 


Dynamin family proteins. 


r>r 0041 OA 1 6 46 2 227e-09 414- ! 
453 


1474 


BL00113 


Adenylate kinase proteins. 


RT 001 ISA 12 74 8 615e-09 596- I 
612 


1475 


BL00113 


Adenylate kinase proteins. 


dt 001 1 S A 1 ? 74 8 615e-09 553- I 
569 


1477 


BL00690 


DEAH-box subfamily ATP-dependent 
helicases proteins. 


BL00690B 13.38 9.308e-19 144- 
1 61 TU 00600A 6 87 1 000e-10 

116-125 


1477 


BL00662 


Bacterial type II secretion system protein n 
proteins. 


dt 00669D R 67 5 553e-10 108- 
128 


1478 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 7.652e-l 1 436- 
448 


1478 


PR00048 


C2H2-TYPE ZINC FINGER SIGN A I URb 


DUAflAiSA 10 ^9 Q ^96p-1 1 417- 
A^O PR0004RR 6 09 4 938e-10 
433-442 


1478 


PR00308 


TYPE I ANTIFREEZE PRO I blN 
SIGNATURE 


PTJnO^ORr' ^ 0 R69f»-10 1 OS- ! 

117 


1478 


BL00028 


Zmc finger, C2H2 type, domain proteins. 


dt 0009R 1 6 07 R 6S0p-1 S 420- I 

436 BL00028 16.07 7.600e-10 
392-408 BL00028 16.07 5.371e- 
09 478-494 


1478 


BL00826 


MARCKS iamily proteins. 


m 00R96C 7 63 8 988e-09 89-1 15 


1480 

> 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.632e-l 1 278- 
291 


1480 


PD00066 


PROTEIN ZINC-FINGER Mb 1 AL- 
BINDI. 


PTI00066 1 ^ 09 1 QOOp-OQ 269- 
281 


1480 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 6.538e-ll 281- 
297 BL00028 16.07 7.300e-10 
239-255 BL00028 16.07 3.829e- 
09 434-450 


1483 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 3.250e-10 194- 
226 DM00215 19.43 6.797e-09 
246-278 


1483 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 3.136e-09 213- 
227 PR00049D 0.00 3.13oe-U9 
245-259 PR00049D 0.00 4.356e- 

r\r\ o 1 C Tin TIT) AHA/in'n A f\f\ 

09 215-229 PR0U049D U.UU 
4.356e-09 247-261 PR00049D 
0.00 8.780e-09 212-226 
PR00049D 0.00 8.780e-09 244- 
258 PR00049D 0.00 8.932e-09 
21 1-225 PR00049D 0.00 8.932e- 
09 243-257 


1485 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 6.644e-09 72-86 


1486 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E3.06 4.190e-09 122- 
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136 


1488 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 7.750e-15 358- 
374 


1488 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.000e-12 355- 
368 PR00048B 6.02 1.000e-ll 
343-352 PR00048B 6.02 5.737e- 
09 313-322 


1488 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 9.308e-10 316- 
328 PD00066 13.92 7.600e-09 
346-358 


1488 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308C 3.83 8.892e-10 226- 
235 PR00308C 3.83 7.545e-09 
225-234 PR00308A 5.90 8.200e- 
09 223-237 


1488 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 9.500e-10 160- 
174 PR00049D 0.00 6.1 86e-09 
159-173 PR00049D 0.00 9.237e- 
09 158-172 


1489 


BL00345 


Ets-domain proteins. 


BL00345B 21.28 5.154e-29 144- 
194 


1489 


DM00686 


kw REPLICATION REP 28K 17.7K. 


DM00686B 23.86 7.300e-12 160- 
206 


1489 


PR00454 


ETS DOMAIN SIGNATURE 


PR00454C 11.24 2.043e-ll 158- 
176 


1492 


BL00559 


Eukaryotic molybdopterin oxidoreductases 
proteins. 


BL00559E 12.22 2.184e-09 1322- 
1346 


1492 


BL00652 


TNFR/NGFR family cysteine-rich region 
proteins. 


BL00652C 7.92 8.105e-09 882- 
892 


1496 


PR00625 


DNAJ PROTEIN FAMILY SIGNATURE 


PR00625A 12.84 5.385e-18 14-33 
PR00625B 13.48 1.220e- 17 46-66 


1496 


BL00636 


Nt-dnaJ domain proteins. 


BL00636B 15.11 8.500e-18 46-66 
BL00636A 8.07 1.000e-16 18-34 


1497 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 9.357e-30 252- 
294 


1497 


BL00032 


'Homeobox' antennapedia-type protein. 


BL00032C 11.28 4.563e-19 280- 
297 BL00032B 10.83 9.675e-15 
241-279 


1497 


PR00024 


HOMEOBOX SIGNATURE 


PR00024C 7.49 1.643e-13 284- 
293 PR00024B 11.27 5.846e-13 
274-284 


1497 


PR00031 


LAMBDA AND OTHER REPRESSOR 
HELIX-TURN-HELIX SIGNATURE 


PR00031B 16.29 2.440e-ll 275- 
291 


1497 


DM01724 


kw ALLERGEN POLLEN CIM1 HOL-LL 


DM01724 8.14 2.421e-09 77-96 


1497 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 8.143e-10 191- 
205 PR00049D0.00 8.786e-10 
184-198 PR00049D 0.00 2.983e- 


1497 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308C 3.83 8.892e-10 108- 
117 PR00308C 3.83 8.892e-10 
109-118 PR00308C3.83 8.892e- 
10 110-119 PR00308C3.83 
8.892e-10 111-120 PR00308A 
5.90 5.553e-09 107-121 


1501 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 9.438e-28 97-139 


1501 


BL00032 


'Homeobox 1 antennapedia-type protein. 


BL00032B 10.83 9.024e-15 86- 
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124 BL00032C 11.28 5.235e-12 
125-142 


1501 


PR00025 


HOMEOTIC ANTENNAPEDIA 
PROTEIN SIGNATURE 


PR00025B 11.94 8.714e-12 83-98 


1501 


PR00026 


ENGRAILED HOMEODOMAIN 
SIGNATURE 


PR00026A 7.47 6.271e-10 81-98 


1501 


PR00O28 


POU DOMAIN SIGNATURE 


PR00028D 17.92 5.000e-09 81- 
101 


1501 


PR00024 


HOMEOBOX SIGNATURE 


PR00024C 7.49 4.273e-l 1 129- 
138 PR00024B 11.27 1.000e-u8 
l 19-129 


1508 


BL00O27 


'Homeobox domain proteins. 


BL00027 26.43 5.500e-2b 31-/3 


1508 


PR0003 1 


LAMBDA AND OTHER REPRESSOR 
HELIX-TURN-HELIX SIGNATURE 


PR00031B 16.29 8.714e-17 54-/0 


1508 


PR00024 


HOMEOBOX SIGNATURE 


PR00024C 7.49 1.750e-14 63-72 
PR00024B 11.27 9.000e-ll 53-63 


1508 


BL00032 


'Homeobox' antennapedia-type protein. 


BL00032C 11.28 8.393e-16 59-76 
BL00032B 10.83 2.710e-10 20-58 


1511 


BL00048 


Protamine PI proteins. 


BL00048 6.39 7.300e-09 140-166 


1512 


PF00624 


Flocculin repeat proteins. 


PF00624I 9.10 3.480e-09 670-699 


1512 


PR00487 


FILAGGRIN SIGNATURE 


PR00487I 5.13 8.159e-09 689-708 


1512 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL001 15Z 3.12 8.953e-10 668- 
716 BL00115Z3.12 7.154e-09 
661-709 BL001 15Z 3.12 9.074e- 
09 670-718 


1513 


PR00348 


UBIQUITIN SIGNATURE 


PR00348C 20.03 7.107e-17 80- 
101 PR00348B 5.78 7.254e-16 
59-79 PR00348A7.86 1.679e-14 
38-58 


1513 


BL00299 


Ubiquitin domain proteins. 


BL00299 28.84 4.600e-13 43-94 


1514 


PD02411 


PROTEIN TRANSCRIPTION 
REGULATION NUCLEAR. 


PD02411 21.89 7.750e-15 1686- 
1719 


1514 


PF00856 


SET domain proteins. 


PF00856B 16.42 8.875e-18 1668- 
1689 PF00856A 26.14 2.909e-14 
1614-1650 


1514 


PF00855 


PWWP domain proteins. 


PF00855 13.75 7.300e-ll 1419- 
1435 


1514 


PF00628 


PHD-finger. 


PF00628 15.84 3.893e-10 1383- 
1397 


1514 


DM00552 


GROWTH FACTOR AND CYTOKINES 
RECEPTORS FAMILY. 


DM00552C 24.30 8.324e-09 
1611-1658 


1514 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.679e-09 1379- 
1394 


1519 


BL01282 


BIR repeat proteins. 


BL01282B 30.49 9.036e-13 912- 
950 


1525 


PD01876 


ANTIGEN MELANOMA-ASSOCIATED 
MULTIGENE FAMILY TUM. 


PD01876C 21.73 9.481e-ll 38-90 


1526 


BL00191 


Cytochrome b5 family, heme-binding 
domain proteins. 


BL00191K 17.38 9.308e-ll 189- 
232 BL00191I 14.64 5.755e-10 
118-132 


1526 


PR00410 


PHENOL HYDROXYLASE 
REDUCTASE FAMILY SIGNATURE 


PR00410D 12.97 1.761e-09 185- 
204 


1526 


PR00371 


FLAVOPROTEIN PYRIDINE 
NUCLEOTIDE CYTOCHROME 
REDUCTASE SIGNATURE 


PR00371D 14.55 4.000e-09 185- 
204 
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1526 



PR00406 



1527 



PD01234 



1528 



PD01234 



1529 



BL00784 



1529 



DM01206 



1529 



BL00048 



Description 



CYTOCHROME B5 REDUCTASE 
SIGNATURE 



PROTEIN NUCLEAR BROMODOMAIN 
TRANS. 



PROTEIN NUCLEAR BROMODOMAIN 
TRANS. 



Ribosomal protein L34 proteins. 



CORONA VIRUS NUCLEOCAPSID 
PROTEIN. 



Protamine PI proteins. 



Results* 



PR00406B 9.00 3.432e-09 126- 
133 PR00406D 10.02 8.200e-09 
185-204 



PD01234B 15.53 9.357e-09 707- 
724 



PD01234B 15.53 9.357e-09 789- 
806 



BL00784 14.98 1.920e-09 18-55 



DM01206B 10.69 8.405e-09 16- 
35 



BL00048 6.39 1.969e-13 14-40 
BL00048 6.39 3.515e-12 24-50 
BL00048 6.39 4.838e-12 27-53 
BL00048 6.39 5.368e-12 30-56 
BL00048 6.39 5.500e-12 2-28 
BL00048 6.39 6.559e-12 12-38 
BL00048 6.39 8.676e-12 4-30 
BL00048 6.39 2.375e-ll 34-60 
BL00048 6.39 3.125e-ll 33-59 
BL00048 6.39 4.500e-ll 6-32 
BL00048 6.39 4.625e-ll 25-51 
BL00048 6.39 4.750e-ll 29-55 
BL00048 6.39 6.000e-ll 31-57 
BL00048 6.39 6.375e-ll 28-54 
BL00048 6.39 7.500e-l 1 26-52 
BL00048 6.39 8.625e-ll 36-62 
BL00048 6.39 9.750e-ll 32-58 
BL00048 6.39 9.875e-ll 16-42 
BL00048 6.39 3.368e-10 22-48 
BL00048 6.39 4.434e-10 23-49 
BL00048 6.39 4.789e-10 35-61 
BL00048 6.39 6.921e-10 15-41 
BL00048 6.39 9.053e-10 38-64 
BL00048 6.39 1.900e-09 18-44 
BL00048 6.39 2.013e-09 20-46 
BL00048 6.39 2.238e-09 37-63 
BL00048 6.39 2.913e-09 10-36 
BL00048 6.39 2.913e-09 39-65 
BL00048 6.39 5.613e-09 8-34 
BL00048 6.39 9.100e-09 11-37 



1529 



PD00301 



PROTEIN REPEAT MUSCLE 
CALCIUM-BI. 



PD00301B 5.49 9.654e-09 330- 
340 



1532 



PD00066 



PROTEIN ZINC-FINGER METAL- 
BINDL 



PD00066 13.92 9.571e-12 310- 
322 



1532 



PR00049 



WILM'S TUMOUR PROTEIN 
SIGNATURE 



PR00049D 0.00 4.051e-09 750- 
764 



1532 



PR00910 



LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 



PR00910A 2.51 4.429e-09 926- 
938 



1532 



BL00028 



Zinc finger, C2H2 type, domain proteins. 



BL00028 16.07 7.300e-10 71 1- 
727 BL00028 16.07 6.143e-09 
1002-1018 



1532 



BL00291 



Prion protein. 



BL00291A 4.49 7.517e-09 781- 
815 



1532 



DM00215 



PROLINE-RICH PROTEIN 3. 



DM00215 19.43 8.322e-09 944- 
976 
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1534 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 7.568e-22 834- 
874 PD00930A 25.62 8.977e-13 
731-756 


1534 


PR00405 


HIV REV INTERACTING PROTEIN 
SIGNATURE 


PR00405A 17.71 6.625e-12 307- 
326 PR00405B 11.83 3.31 8e-09 
326-343 


1534 


PF00620 


GTPase-activator protein for Rho-like 
GTPases. 


PF00620B 14.20 3.357e-09 783- 
799 


1535 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 7.568e-22 834- 
874 PD00930A 25.62 8.977e-13 
731-756 


1535 


PR00405 


HIV REV INTERACTING PROTEIN 
SIGNATURE 


PR00405A 17.71 6.625e-12 307- 
326 PR00405B 11.83 3.318e-09 
326-343 


1535 


PF00620 


GTPase-activator protein for Rho-like 
GTPases. 


PF00620B 14.20 3.357e-09 783- 
799 


1536 


BL00274 


Aerolysin type toxins proteins. 


BL00274C 22.24 8.340e-09 121- 
170 


1537 


PD00301 


PROTEIN REPEAT MUSCLE 
CALCIUM-BI. 


PD00301A 10.24 7.300e-09 378- 
388 PD00301A 10.24 1.000e-08 
377-387 


1541 


BL00936 


Ribosomal protein L35 proteins. 


BL00936A 11.46 5.787e-15 2-20 


1541 


PR00064 


RIBOSOMAL PROTEIN L35 
SIGNATURE 


PR00064B 13. II 3.432e-14 21-35 
PR00064A 9.98 7.623e-14 3-20 
PR00064C 14.65 3.204e-13 36-54 


1547 


BL00415 


Synapsins proteins. 


BL00415P 2.37 9.069e-09 735- 
770 


1556 


PR00345 


STATHMIN FAMILY SIGNATURE 


PR00345B 7.12 5.458e-09 297- 
325 


1556 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107B 13.31 9.471e-09 192- 
207 


1557 


PR00345 


STATHMIN FAMILY SIGNATURE 


PR00345B 7.12 6.551e-09 297- 
325 


1557 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107B 13.31 6.824e-09 192- 
207 


1557 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240F 17.74 7.750e-09 163- 
210 


1557 


PF0O992 


Troponin. 


PF00992A 16.67 9.053e-09 310- 
344 


1559 


DM01871 


kw SSR LIGASE CYCLO 
FORMYLTETRAHYDROFOLATE. 


DM01871B 16.47 4.622e-10 135- 
163 


1563 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 4.103e-18 1401- 
1424 


1563 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 4.326e-16 689- 
711 


1564 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 4.103e-18 1089- 
1 1 12 


1564 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 4.326e-16 377- 
399 


1569 


BL00540 


Ferritin iron-binding regions proteins. 


BL00540B 18.82 1.000e-40 258- 
312 BL00540B 18.82 4.960e-34 
138-192 BL00540A 15.06 
5.255e-27 47-87 


1570 


PF00084 


Sushi domain proteins (SCR repeat 
proteins. 


PF00084B 9.45 4.150e-09 67-78 
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1572 


BL01113 


Clq domain proteins. 


BL01113A 17.99 4.255e-10 578- 
604 


1572 


DM01891 


TYB PROTEIN. 


DM01891B 5.05 8.278e-09 123- 
154 


1572 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 2.571e-10 206- 
220 PR00049D 0.00 7.407e-09 
581-595 PR00049D 0.00 9.085e- 
09 567-581 


1573 


BL00299 


Ubiquitin domain proteins. 


BL00299 28.84 4.600e-26 14-65 


1577 


PR00405 


HIV REV INTERACTING PROTEIN 
SIGNATURE 


PR00405B 11.83 5.737e-20 42-59 
PR00405A 17.71 2.703e-17 23-42 
PR00405C 19.41 6.902e-10 63-84 


1578 


PD01234 


PROTEIN NUCLEAR BROMODOMAIN 
TRANS. 


PD01234B 15.53 4.750e-10 355- 
372 


1579 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 3.182e-28 189- 
236 BL00226D 19.10 8.096e-21 
355-401 BL00226C 13.23 
2.333e-20 254-284 BL00226A 
12.77 6.400e-17 85-99 


1579 


PR00486 


UTEROGLOBIN SIGNATURE 


PR00486C 14.71 9.379e-10 331- 
348 


1582 


BL00273 


Heat-stable enterotoxins proteins. 


BL00273 12.24 7.638e-10 125- 
137 


1582 


BLO0203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 1.191e-10 52-97 
BL00203 13.94 2.194e-09 90-135 
BL00203 13.94 3.204e-09 47-92 


1582 


BL01138 


Scorpion short toxins proteins. 


BL01138A 10.96 9.372e-09 37-48 


1583 


BL01215 


Mrp family proteins. 


BL01215C 18.97 1.000e-40 119- 
160 BL01215D 30.07 1.000e-40 
178-227 BL01215A9.75 6.344e- 
26 53-79 


1583 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 


PR00449A 13.20 4.103e-09 56-77 


1583 


PR00091 


NITROGENASE COMPONENT II 
SIGNATURE 


PR00091A 8.10 4.945e-09 61-74 


1583 


PR00364 


DISEASE RESISTANCE PROTEIN 
SIGNATURE 


PR00364A 8.19 9.080e-09 57-72 


1585 


BL00225 


Crystallins beta and gamma 'Greek key' 
motif proteins. 


BL00225B 18.06 8.650e-31 54-88 
BL00225B 18.06 8.297e-20 143- 
177 BL00225B 18.06 6.878e-15 
234-268 BL00225A 13.82 
4.732e-12 15-35 BL00225B 
18.06 2.887e-ll 324-358 
BL00225B 18.06 4.000e-09 8-42 


1586 


PR00359 


B-CLASS P450 SIGNATURE 


PR00359C 14.07 3.250e-09 63-78 


1587 


BL01283 


T-box domain proteins. 


BL01283B 23.17 1.545e-33 30-71 
BL01283D 11.70 1.000e-32 116- 
148 BL01283C 13.05 7.857e-17 
82-95 


1587 


PR00937 


T-BOX DOMAIN SIGNATURE 


PR00937D 13.41 3.700e-18 81-95 
PR00937E 11.86 9.471e-17 119- 
132 PR00937B 14.58 4.900e-14 
45-58 PR00937C 10.51 3.400e-12 
62-71 PR00937F 12.53 4.103e-ll 
140-148 
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1590 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456F 5.86 1.000e-10 87-98 


1591 


PR00370 


FLAVIN-CONTAINING 
MONOOXYGENASE (FMO) 
SIGNATURE 


PR00370G 10.45 9.182e-25 537- 
558 PR00370B 10.91 1.000e-21 
74-92 PR00370D 16.33 3.893e- 
21 232-250 PR00370C 12.72 
7.500e-20 187-203 PR00370E 

1 1 r\ /r 1 r/"T ^ 1 0 ioa ono 

11.96 1.563e-lo 3o0-39o 
PR00370A 3.35 6.484e-12 51-66 
PR00370F 17.75 8.809e-12 435- 

A ^A 

4j>4 


1591 


PR00469 


PYRIDINE NUCLEOTIDE DISULPHIDE 
REDUCTASE CLASS-II SIGNATURE 


PR00469F 16.51 9.609e-ll 229- 
253 


1591 


BL00677 


D-amino acid oxidases proteins. 


dljjkjo i /a o.yo j.oo/e-uy ~>i-03 


1591 


BL00982 


Bacterial-type phytoene dehydrogenase 
proteins. 


BL00982A 18.41 5.600e-09 53-84 


1591 


PR00368 


FAD-DEPENDENT PYRIDINE 
NUCLEOTIDE REDUCTASE 
SIGNATURE 


PR00368C 15.74 6.526e-10 233- 
258 PR00368A 17.76 5.982e-09 
51-73 


1591 


PR00420 


AROMATIC-RING HYDROXYLASE 
(FLAVOPROTEIN MONOOXYGENASE) 
SIGNATURE 


PR00420A 14.78 8.377e-10 233- 
255 PR00420A 14.78 7.955e-09 
51-73 


1592 


PR00370 


FLAVIN-CONTAINING 
MONOOXYGENASE (FMO) 
SIGNATURE 


PR00370G 10.45 9.182e-25 575- 
596 PR00370B 10.91 1.000e-21 
H2-130 PR00370D 16.33 
3.893e-2l 270-288 PR00370C 
12.72 7.500e-20 225-241 
PR003 /UL 11.96 l.jo3e-lo 4Io- 
436 PR00370A 3.35 6.484e-12 
89-104 PR00370F 17.75 8.809e- 
12 473-492 


1592 


PR00469 


PYRIDINE NUCLEOTIDE DISULPHIDE 
REDUCTASE CLASS-II SIGNATURE 


PR00469F 16.51 9.609e-ll 267- 
291 


1592 


BL00677 


D-amino acid oxidases proteins. 


tit r\f\/ZT~7 A C C\ dZ 1 /COT,-. AO OO 1 A1 

BL00677A o.9o 3.oo/e-Uy oy-ll)l 


1592 


BL00982 


Bacterial-type phytoene dehydrogenase 
proteins. 


BL00982A 18.41 5.600e-09 91- 

1 00 

122 


1592 


PR00368 


FAD-DEPENDENT PYRIDINE 
NUCLEOTIDE REDUC 1 ASb 
SIGNATURE 


PR00368C 15.74 6.526e-10 271- 

OOA DDAAK0A 1*7 T/^ C QQ1 0 HQ 

89-111 


1592 


PR00420 


AROMATIC-RING HYDROXYLASE 
(FLAVOPROTEIN MONOOXYGENASE) 
SIGNATURE 


"DT> A A/! OAA 1/1 70 Q T 7Tf Q 1 A 0*7 1 

rKUU4zUA 14. /o o.3 / /e-lU z / 1- 

293 PR00420A 14.78 7.955e-09 
89-111 


1593 


BL00319 


A 1*1 * 1 i , 11 1 

Amyloidogenic glycoprotein extracellular 
domain proteins. 


T3T f\f~\'~> 1 A/"* » 1 H 1 O A CAA a 1 A 

BL00319C 17.12 9.jUUe-lU 3oo- 
399 


1594 


BL00027 


Homeobox domain proteins. 


BL00027 26.43 Z.895e-z4 ZU6- 
248 


1594 


PR00031 


LAMBDA AND OTHER REPRESSOR 

TTThT TY TTTT?>J TTPT TV <sTfTNT A TT TP 


PR00031B 16.29 9.609e-12 123- 


1594 


BL00478 


LIM domain proteins. 


BL00478B 14.79 9.250e-17 110- 
124 BL00478B 14.79 4.200e-l 1 
48-62 


1594 


BL00032 


'Homeobox' antennapedia-type protein. 


BL00032C 11.28 2.581e-10 234- 
251 


1594 


BL00035 


'POU' domain proteins. 


BL00035C 17.40 2.962e-10 213- 
242 


1594 


PR00024 


HOMEOBOX SIGNATURE 


PR00024C 7.49 7.900e-09 238- 
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247 


1596 


PD02316 


RNA POLYMERASE NUCLEOCAPSID 
ALPHA SUBUNIT RNA-D. 


PD02316B 2530 8.515e-09 1031- 
1085 


1600 


BL00353 


HMG1/2 proteins. 


BL00353B 11.47 3.089e-12 1310- 
1359 


1600 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 1.000e-16 556- 
580 BL00633B 13.82 3.032e-16 
218-242 BL00633B 13.82 
5.886e-15 694-718 BL00633B 
13.82 7.975e-13 418-442 
BL00633B 13.82 9.325e-13 82- 
106 BL00633C 15.24 4.522e-10 
451-463 


1600 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503D 20.81 6.760e-17 589- 
608 PR00503B 9.96 5.655e-16 
555-571 PR00503B 9.96 9.182e- 
15 217-233 PR00503B 9.96 
1.973e-14 693-709 PR00503D 
20.81 7.000e-13 251-270 
PR00503D 20.81 8.154e-13 451- 
470 PR00503D 20.81 3.045e-12 
727-746 PR00503B 9.96 7.660e- 
11 81-97 PR00503C 19.84 
6.860e-10 571-589 


1600 


BL00415 


Synapsins proteins. 


BL00415N4.29 8.500e-ll 1456- 
1499 BL00415N4.29 9.212e-09 
1449-1492 


1600 


PD00301 


PROTEIN REPEAT MUSCLE 
CALCIUM-BL 


PD00301B 5.49 9.654e-09 915- 
925 


1601 


PR00409 


PHTHALATE DIOXYGENASE 
REDUCTASE FAMILY SIGNATURE 


PR00409D 13.02 8.544e-09 102- 
116 


1604 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 2.831e-23 48-86 


1604 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 7.600e-14 316- 
328 PD00066 13.92 2.000e-13 
372-384 PD00066 13.92 4.000e- 
13 428-440 PD00066 13.92 
5.000e-13 344-356 PD00066 
13.92 5.000e-13 512-524 
PD00066 13.92 8.000e-13 540- 
552 PD00066 13.92 8.500e-13 
456-468 PD00066 13.92 3.571e- 
12 400-412 PD00066 13.92 
9.571e-12 288-300 PD00066 
13.92 3.700e-09 484-496 


1604 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 6.625e-16 521- 
534 PR00048A 10.52 6.727e-15 
409-422 PR00048A 10.52 
8.364e-15 381-394 PR00048A 
10.52 4.750e-14 353-366 
PR00048A 10.52 1.643e-13 437- 
450 PR00048A 10.52 1.643e-13 
465-478 PR00048A 10.52 
6.786e-13 325-338 PR00048A 
10.52 1.474e-ll 549-562 
PR00048B 6.02 6.063e-10 509- 



WO 03/029271 



PCT/US02/30474 



390 
Table 3 



SEQ ID 


Database 
entry ID 


Description 


Results* 








518 PR00048B 6.02 8.3 13e-10 
537-546 PR00048A 10.52 
9.217e-10 493-506 PR00048B 
6.02 9.438e-10 397-406 
PR00048B 6.02 9.438e-10 481- 
490 PR00048B 6.02 2.895e-09 
369-378 PR00048A 10.52 
3.880e-09 297-310 


1604 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 2.350e-13 412- 
428 BL00028 16.07 2.350e-13 
524-540 BL00028 16.07 6.400e- 
13 468-484 BL00028 16.07 
2.565e-12 356-372 BL00028 
16.07 3.348e-12 328-344 
BL00028 16.07 3.739e-12 496- 
512 BL00028 16.07 4.808e-ll 
384-400 BL00028 16.07 2.500e- 
10 440-456 BL00028 16.07 
6. 100e-10 272-288 BL00028 
16.07 7.900e-10 552-568 
BL00028 16.07 4.343e-09 300- 
316 


1609 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 3.250e-ll 168- 
181 PR00019A 11.19 4.130e-10 
263-276 PR00019A 11.19 
8.043e-10 58-71 PR00019B 11.36 
8.200e-10 260-273 PR00019A 
11.19 4.000e-09 121-134 
PR00019A 11.19 6.667e-09 286- 
299 PR00019B 11.36 7.480e-09 
55-68 


1609 


BL00868 


Cys/Met metabolism enzymes pyridoxal- 
phosphate attachment sit. 


BL00868D 24.35 9.250e-09 654- 
696 


1609 


PR00597 


GELSOLIN FAMILY SIGNATURE 


PR00597G 8.55 6.333e-19 1207- 
1229 PR00597B 9.78 3.526e-12 
944-960 PR00597G 8.55 4.162e- 
12 787-809 PR00597A 12.96 
4.094e-ll 837-858 PR00597B 
9.78 4.818e-10 533-549 
PR00597F 16.29 3.219e-09 710- 

t-> a ■n'nAAcmp i a 1 n /1 i oca no 

559-577 PR00597E 13.46 5.192e- 

AA 1 AOO 1 1 AO T>T> i~\f\Z.C\H f~± Q < C 

9.791e-09 654-676 


1611 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


T"»T A A A A O 1 ZT A^7 1 ArA- 1 /I T/1 AA 

BL00028 16.07 2.0j9e-14 /4-yU 


1611 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BIND L 


PD00066 13.92 1.000e-13 62-74 


1/11 
161 1 


T)T> AAA/) O 




PR00048A 10 52 6 143e-13 71-84 
PR00048B 6.02 6.538e-ll 59-68 


1614 


BL00982 


Bacterial-type phytoene dehydrogenase 
proteins. 


BL00982A 18.41 4.652e-14 38-69 


1614 


BL00076 


Pyridine nucleotide-disulphide 
oxidoreductases class-I. 


BL00076A 18.83 9.043e-12 35-64 


1614 


BL01280 


Glucose inhibited division protein A family 
proteins. 


BL01280A 15.97 1.766e- 10 36-76 


1614 


PR00419 


ADRENODOXIN REDUCTASE FAMILY 


PR00419A 14.89 3.531e-10 36-58 
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SIGNATURE 




1614 


PR00420 


AROMATIC-RING HYDROXYLASE 
(FLAVOPROTEIN MONOOXYGENASE) 
SIGNATURE 


PR00420A 14.78 4.393e-10 36-58 


1614 


BL00504 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site proteins. 


BL00504A 10.76 7.04 le- 10 36-57 


1614 


BLO0623 


GMC oxidoreductases proteins. 


BL00623A 12.60 4.086e-09 36-54 


1614 


PR00469 


PYRIDINE NUCLEOTIDE DISULPHIDE 
REDUCTASE CLASS-II SIGNATURE 


PR00469A 15.46 4.462e-09 36-58 


1614 


PR00368 


FAD-DEPENDENT PYRIDINE 
NUCLEOTIDE REDUCTASE 
SIGNATURE 


PR00368A 17.76 3.942e-10 36-58 
PR00368C 15.74 9.115e-09 36-61 


1614 


BL00747 


Glutamyl-tRNA reductase proteins. 


BL00747E 19.60 1.000e-08 37-71 


1615 


PR00939 


C2HC-TYPE ZINC-FINGER 
SIGNATURE 


PR00939B 13.27 2.059e-09 610- 
618 PR00939A 8.95 4.682e-09 
1051-1060 


1615 


PD00301 


PROTEIN REPEAT MUSCLE 
CALCIUM-BI. 


PD00301A 10.24 7.300e-09 488- 
498 


1617 


BL00215 


Mitochondrial energy transfer proteins. 


BL00215A 15.82 2.915e-ll 77- 
101 


1621 


PR00382 


PLANT PHOSPHOLIPID TRANSFER 
PROTEIN SIGNATURE 0 


PR00382B 9.32 5.600e-09 31-45 


1622 


PROO380 


KINESIN HEAVY CHAIN SIGNATURE 


PR00380D 9.93 5.500e-24 307- 
328 PR00380A 14.18 3.864e-19 
100-121 PR00380B 12.64 6.657e- 
15 221-238 PR00380C 13.18 
7.900e-15 255-273 


1622 


BL00411 


Kinesin motor domain proteins. 


BL00411H 15.66 2.688e-32 306- 
336 BL0041 1G 21.39 5.781e-27 
256-297 BL00411C 15.04 
6.000e-22 100-121 BL00411F 
14.77 2.575e-17 212-236 
BL00411E 10.43 8.953e-13 149- 
167 BL00411B 13.51 5.500e-ll 
66-82 BL00411A 11.31 8.535e- 
09 7-21 


1623 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320B 12.19 5.935e-ll 428- 
442 PR00320A 16.74 6.897e-l 1 
428-442 PR00320C 13.01 7.652e- 
11 428-442 PR00320B 12.19 
2.125e-09 799-813 


1623 


PF00913 


Trypanosome variant surface glycoprotein. 


PF00913A7.33 2.500e-09 1171- 
1177 


1623 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 9.053e-09 430-440 


1624 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 5.500e-l 1 80- 
104 


1624 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503D 20.81 1.931e-09 113- 
132 


1625 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.800e-14 374- 
386 PD00066 13.92 5.500e-13 
743-755 


1625 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.304e-10 752- 
765 PR00048B 6.02 7.750e-10 
740-749 PR00048A 10.52 
8.043e-10 383-396 PR00048B 
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1625 


PD00301 


PROTEIN REPEAT MUSCLE 
CALCIUM-BL 


PD00301 A 10.24 6.400e-09 462- 
472 


1625 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 2.565e-12 358- 

"in A DT A A A ~) O 1 /C A*7 & Q^Ha 1 0 

374 r>L,\)V\)2o lo.u/ o.o/ue-iz 
121-143 BL00028 16.07 9.229e- 

AO 1 <1 1 /^Q 


1625 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 1.000e-08 320- 
352 


1630 


PR00742 


GLYCOSYL HYDROLASE FAMILY 35 
SIGNATURE 


PR00742I 13.54 5.875e-14 200- 
216 


1630 


BL01182 


Glycosyl hydrolases family 35 proteins. 


BL01182F 10.07 2.980e-13 200- 
214 


1631 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 5.941e-27 31-69 


1631 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 2.800e-16 279- 
291 PD00066 13.92 5.800e-14 
307-319 PD00066 13.92 7.600e- 
14 223-235 PD00066 13.92 
7.000e-13 335-347 PD00066 
13.92 9.500e-13 251-263 
PD00066 13.92 1.000e-12 195- 
207 PD00066 13.92 1.857e-12 
363-375 


1631 


BL00466 


TFIIS zinc ribbon domain proteins. 


BL00466 25.88 6.609e-10 263- 
299 


1631 


BL01030 


RNA polymerases M / 15 Kd subunits 
proteins. 


BL01030 23.44 9.880e-10 263- 
300 


1631 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 9.550e-13 375- 
391 BL00028 16.07 L783e-12 
207-223 BL00028 16.07 5.500e- 
11 319-335 BL00028 16.07 
6.192e-ll 291-307 BL00028 
16.07 8.962e-ll 179-195 
BL00028 16.07 2.500e-10 263- 
279 BL00028 16.07 4.000e-10 
235-251 BL00028 16.07 8.200e- 
10 347-363 BL00028 16.07 
7.943e-09 151-167 


1631 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 4.214e-13 204- 
217 PR00048A 10.52 5.500e-13 
372-385 PR00048A 10.52 
2.059e-12 232-245 PR00048A 
10.52 8.941e-12 176-189 
PR00048A 10.52 6.684e-ll 316- 
329 PR00048A 10.52 1.391e-10 
288-301 PR00048B 6.02 4.375e- 

8.435e-10 344-357 PR00048B 
6.02 1.947e-09 304-313 
PR00048A 10.52 5.680e-09 260- 
273 PR00048B 6.02 8.1 05e-09 
220-229 


1637 


BL01283 


T-box domain proteins. 


BL01283D 11.70 1.675e-30 131- 
163 BL01283B 23.17 4.273e-20 
42-83 BL01283C 13.05 4.073e- 
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14 94-107 


1637 


PR00937 


T-BOX DOMAIN SIGNATURE 


PR00937D 13.41 3.919e-15 93- 
107 PR00937E 11.86 5.378e-14 
134-147 PR00937B 14.58 4.176e- 
13 57-70 PR00937F 12.53 
1.450e-12 155-163 PR00937C 
10.51 4.938e-10 74-83 


1637 


PR00938 


BRACHYURY PROTEIN FAMILY 
SIGNATURE 


PR00938C 8.28 2.674e-09 98-115 


1640 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 2.688e-28 132- 
174 


1640 


PR0003 1 


LAMBDA AND OTHER REPRESSOR 
HELIX-TURN-HELIX SIGNATURE 


PR00031B 16.29 1.643e-17 155- 
171 


1640 


BL00032 


'Homeobox' antennapedia-type protein. 


BL00032C 11.28 2.220e-15 160- 
177 BL00032B 10.83 6.516e-12 
121-159 


1640 


PR00024 


HOMEOBOX SIGNATURE 


PR00024B 11.27 8.800e-12 154- 
164 PR00024C 7.49 3.769e-10 
164-173 


1640 


PR00026 


ENGRAILED HOMEODOMAIN 
SIGNATURE 


PR00026A7.47 3.520e-09 116- 
133 


1644 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 1.592e-09 486- 
519 


1644 


DM01724 


kw ALLERGEN POLLEN CIM1 HOL-LI. 


DM01724 8.14 5.855e-09 26-45 


1645 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 2.800e-19 30-72 
BL00027 26.43 5.645e-16 116- 
158 


1645 


PR00024 


HOMEOBOX SIGNATURE 


PR00024C 7.49 5.500e-10 62-71 


1645 


BL00032 


'Homeobox 1 antennapedia-type protein. 


BL00032C 11.28 8.662e-10 58-75 


1646 


BL00799 


Granulins proteins. 


BL00799F 13.26 4.957e-09 129- 
181 


1646 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 6.063e-09 98- 
125 


1646 


BL00273 


Heat-stable enterotoxins proteins. 


BL00273 12.24 7.536e-09 156- 
168 


1646 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 7.033e-ll 106- 
151 BL00203 13.94 9.1 10e-ll 
81-126 BL00203 13.94 3.298e-10 
146-191 BL00203 13.94 6.936e- 
10 130-175 BL00203 13.94 
8.755e-10 167-212 BL00203 
13.94 1.551e-09 101-146 
BL00203 13.94 2.102e-09 127- 
172 BL00203 13.94 2.469e-09 
200-245 BL00203 13.94 6.235e- 
09 208-253 BL00203 13.94 
7.704e-09 63-108 BL00203 13.94 
8.347e-09 182-227 


1647 


BL01160 


Kinesin light chain repeat proteins. 


BL01 160B 19.54 4.462e-27 98- 
151 BL01160B 19.54 3.382e-25 
91-144 BL01160A 15.67 9.778e- 
15 18-56 


1647 


PR00381 


KINESIN LIGHT CHAIN SIGNATURE 


PR00381A9.55 7.429e-14 107- 
124 


1647 


PR00194 


TROPOMYOSIN SIGNATURE 


PR00194D 9.57 5.690e-ll 122- 
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145 


1649 


BL00353 


HMG1/2 proteins. 


BL00353B 1 1.47 2.559e-09 83- 
132 


1651 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 7.000e-14 214- 
226 PD00066 13.92 4.808e-10 
119-131 PD00066 13.92 5.154e- 
10 242-254 


1651 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 5.846e-ll 198- 
214 BL00028 16.07 4.000e-10 
254-270 BL00028 16.07 l.OOOe- 
09 226-242 


1651 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 4.176e-12 223- 
236 PR00048A 10.52 1.720e-09 
195-208 PR00048A 10.52 
3.880e-09 251-264 


1652 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 

** 


PD00066 13.92 4.462e-15 398- 
410 PD00066 13.92 4,462e-15 
762-774 PD00066 13.92 2.800e- 
14 370-382 PD00066 13.92 
2. 800e-14 426-438 PD00066 
13.92 2.800e-14 482-494 
PD00066 13.92 2.800e-14 538- 
550 PD00066 13.92 2.800e-14 
650-662 PD00066 13.92 2.800e- 
14 678-690 PD00066 13.92 
2.800e-14 818-830 PD00066 
13.92 2.800e-14 846-858 
PD00066 13.92 5.200e-14 594- 
606 PD00066 13.92 5.800e-14 
622-634 PD00066 13.92 5.500e- 
13 454-466 PD00066 13.92 
5.500e-13 706-718 PD00066 
13.92 8.500e-13 510-522 
PD00066 13.92 1.783e-ll 790- 
802 PD00066 13.92 2.957e-ll 
734-746 PD00066 13.92 5.304e- 
11 342-354 


1652 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.450e-13 802- 
818 BL00028 16.07 2.350e-13 
276-292 BL00028 16.07 5.950e- 
13 858-874 BL00028 16.07 
1.000e-12 830-846 BL00028 
16.07 6.087e-12 606-622 
BL00028 16.07 7.652e-12 382- 
398 BL00028 16.07 8.043e-12 
718-734 BL00028 16.07 9.609e- 
12 354-370 BL00028 16.07 
9.609e-12 774-790 BL00028 
16.07 1.692e-ll 746-762 
BL00028 16.07 3.077e-ll 662- 
678 BL00028 16.07 3.423e-l 1 
690-706 BL00028 16.07 5.846e- 
11 522-538 BL00028 16.07 
1.000e-10 550-566 BL00028 
16.07 1.300e-10 410-426 
BL00028 16.07 2.200e-10 634- 
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650 BL00028 16,07 2.500e-10 
438-454 BL00028 16.07 2.800e- 
10 494-510 BL00028 16.07 
3.700e-10 578-594 BL00028 
16.07 7.000e-10 466-482 


1652 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.500e-14 855- 
868 PR00048A 10.52 5.500e-14 
827-840 PR00048A 10.52 
7.000e-14 603-616 PR00048A 
10.52 9.250e-14 743-756 
PR00048A 10.52 2.286e-13 659- 
672 PR00048A 10.52 5.235e-12 
687-700 PR00048A 10.52 
7.353e-12 379-392 PR00048A 
10.52 8.941e-12 799-812 
PR00048A 10.52 1.000e-ll 351- 
364 PR00048A 10.52 1.947e-ll 
631-644 PR00048A 10.52 
2.421e-ll 715-728 PR00048A 
10.52 3.368e-ll 491-504 
PR00048A 10.52 3.842e-ll 407- 
420 PR00048B6.02 4.462e-ll 
787-796 PR00048B 6.02 4.462e- 
1 1 843-852 PR00048B 6.02 
5.154e-ll 367-376 PR00048B 
6.02 5.154e-ll 423-432 
PR00048B 6.02 5.154e-ll 507- 
516 PR00048A 10.52 6.21 le-11 
463-476 PR00048A 10.52 
6.21 le-11 547-560 PR00048B 
6.02 7.23 le-11 479-488 
PR00048A 10.52 8.105e-ll 771- 
784 PR00048B 6.02 1.563e-10 
647-656 PR00048B 6.02 2.1 25e- 
10 535-544 PR00048B 6.02 
2.125e-10 675-684 PR00048A 
10.52 3.348e-10 435-448 
PR00048A 10.52 3.348e-10 519- 
532 PR00048B 6.02 4.93 8e- 10 
815-824 PR00048B 6.02 7.1 88e- 
10 591-600 PR00048B 6.02 
8.313e-10 451-460 PR00048B 
6.02 8.313e-10 703-712 
PR00048B 6.02 8.875e-10 395- 
404 PR00048A 10.52 1.000e-09 
273-286 PR00048B 6.02 4.316e- 
09 563-572 PR00048B 6.02 
7.l58e-09 619-028 PRUUU4ol3 
6.02 l.000e-08 289-298 


1656 


PD01876 


ANTIGEN MELANOMA-ASSOCIATED 
MULTIGENE FAMILY TUM. 


PD01876C 21.73 3.438e-13 157- 
209 


1660 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A2.51 6.444e-10 172- 
184 


1660 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 8.790e-ll 227- 
241 PR00049D 0.00 9.929e-10 
228-242 PR00049D 0.00 3.746e- 



WO 03/029271 



PCT/US02/30474 



396 
Table 3 



SEQ ID 


Database 
entry ID 


Description 


Results* 








09 117-131 


1660 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 8.732e-09 226- 
260 


1660 


BL00415 


Synapsins proteins. 


BL00415N 4.29 7.143e-ll 80-123 
BL00415N 4.29 5.260e-10 1 19- 
162 BL00415Q2.23 6.959e-09 
160-195 BL00415N4.29 9.474e- 
09 72-115 


1660 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 9.695e-09 234- 
266 


1661 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 3.077e-15 211- 
223 PD00066 13.92 3.077e-15 
379-391 PD00066 13.92 3.077e- 
15 407-419 PD00066 13.92 
3.077e-15 435-447 PD00066 
13.92 3.400e-14 519-531 
PD00066 13.92 3.500e-13 351- 
363 PD00066 13.92 4.000e- 13 
239-251 PD00066 13.92 6.087e- 
11 323-335 PD00066 13.92 
6.870e-ll 295-307 PD00066 
13.92 9.609e-ll 267-279 


1661 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.643e-13 528- 
541 PR00048A 10.52 2.286e-13 
220-233 PR00048A 10.52 
6.786e-13 304-317 PR00048B 
6.02 1.000e-12 376-385 
PR00048B 6.02 1.000e-12 432- 
441 PR00048A 10.52 3.647e-12 
276-289 PR00048B 6.02 5.000e- 
12 208-217 PR00048A 10.52 
6.294e-12 388-401 PR00048A 
10.52 6.824e-12 360-373 
PR00048B 6.02 9.308e-ll 516- 
525 PR0004SB 6.02 1.563e-10 
404-413 PR00048A 10.52 
2.174e-10 192-205 PR00048A 
10.52 4.522e-10 332-345 
PR00048A 10.52 6.087e-10 248- 
261 PR00048A 10.52 7.261e-10 
500-513 PR00048A 10.52 
8.043e-10 416-429 PR00048B 
6.02 8.3 13e-10 460-469 
PR00048A 10.52 2.440e-09 444- 
457 


1661 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.529e-14 531- 
547 BL00028 16.07 7.750e-13 
195-211 BL00028 16.07 3.348e- 
12 223-239 BL00028 16.07 
2.385e-ll 307-323 BL00028 
16.07 5.846e-ll 447-463 
BL00028 16.07 6.538e-ll 503- 
519 BL00028 16.07 7.231e-ll 
363-379 BL00028 16.07 7.577e- 
11 419-435 BL00028 16.07 
9.308e-ll 391-407 BL00028 
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16.07 5. 800e-10 335-351 
BL00028 16.07 6.100e-10 279- 
295 BL00028 16.07 4.600e-09 
251-267 


1665 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 4.857e-30 178- 
220 


1665 


BL00032 


'Homeobox' antennapedia-type protein. 


BL00032C 11.28 2.260e-18 206- 
223 BL00032B 10.83 1.942e-14 
167-205 


1665 


PR00024 


HOMEOBOX SIGNATURE 


PR00024C 7.49 7.750e-14 210- 
219 PR00024B 11.27 1.000e-12 
200-210 


1665 


PR00025 


HOMEOTIC ANTENNAPEDIA 
PROTEIN SIGNATURE 


PR00025B 11.94 7.000e-ll 164- 
179 


1665 


PR0003 1 


LAMBDA AND OTHER REPRESSOR 
HELIX-TURN-HELIX SIGNATURE 


PR00031B 16.29 3.172e-10 201- 
217 


1665 


PR00026 


ENGRAILED HOMEODOMAIN 
SIGNATURE 


PR00026A 7.47 8.714e-10 162- 
179 


1669 


PF00992 


Troponin. 


PF00992A 16.67 5.855e-09 53-87 


1671 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 5.500e-13 479- 
491 PD00066 13.92 2.714e-12 
507-519 


1671 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 

* 


PR00048A 10.52 1.000e-13 460- 
473 PR00048A 10.52 5.737e-ll 
516-529 PR00048A 10.52 
7.261e-10 488-501 PR00048B 
6.02 5.263e-09 476-485 


1671 


BL00028 


Zinc linger, C2H2 type, domain proteins. 


BL00028 16.07 3.423e-ll 463- 
479 BL00028 16.07 1.900e-10 
491-507 BL00028 16.07 4.600e- 
10 402-418 BL00028 16.07 
4.600e-09 548-564 BL00028 
16.07 9.486e-09 434-450 


1674 


PF00628 


PHD-fmger. 


PF00628 15.84 3.571e-10 325-339 


1680 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 5.500e-16 142- 
158 BL00028 16.07 8.714e-16 
170-186 BL00028 16.07 9.357e- 
16 282-298 BL00028 16.07 
6.063e-15 310-326 BL00028 
16.07 5.235e-14 198-214 
BL00028 16.07 6.850e-13 226- 
242 BL00028 16.07 1.783e-12 
366-382 BL00028 16.07 3.348e- 
12 338-354 BL00028 16.07 
4.522e-12 254-270 BL00028 
16.07 9. 609e-12 421-437 


1680 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 6.538e-15 326- 
338 PD00066 13.92 2.800e-14 
354-366 PD00066 13.92 2.500e- 
13 242-254 PD00066 13.92 
3.500e-13 382-394 PD00066 
13.92 6.500e-13 298-310 
PD00066 13.92 8.000e-13 158- 
170 PD00066 13.92 6.143e-12 
186-198 PD00066 13.92 9.571e- 
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12 214-226 PD00066 13.92 
3 .077e- 1 0 409-42 1 PD00066 
13.92 6.192e-10 270-282 


1680 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 

- 


PR00048A 10.52 3.250e-16 307- 
320 PR00048A 10.52 5.091e-15 
139-152 PR00048A 10.52 
7.545e-15 195-208 PR00048A 
10.52 9.182e-15 335-348 
PR00048A 10.52 5.500e-14 167- 
180 PR00048A 10.52 5.500e-14 
251-264 PR00048A 10.52 
1.529e-12 223-236 PR00048B 
6.02 6.000e-12 295-304 
PR00048A 10.52 1.474e-ll 363- 
376 PR00048 A 10.52 2.421 e- 11 
279-292 PR00048B 6.02 7.231 e- 
1 1 239-248 PR00048B 6.02 
7.231e-ll 379-388 PR00048B 
6.02 1.563e-10 211-220 
PR00048B 6.02 2.688e-10 351- 
360 PR00048A 10.52 8.826e-10 
418-431 PR00048B 6.02 1.947e- 
09 434-443 PR00048B 6.02 
3.368e-09 323-332 


1683 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 3.824e-19 76- 
123 BL00226D 19.10 2.650e-18 
225-271 


1684 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 7.500e-25 101- 
143 


1684 


PR00026 


ENGRAILED HOMEODOMAIN 
SIGNATURE 


PR00026A7.47 l.OOOe- 10 85-102 


1684 


PR00024 


HOMEOBOX SIGNATURE 


PR00024C 7.49 2.038e-10 133- 
142 


1684 


BL00032 


'Homeobox 1 antennapedia-type protein. 


BL00032C 11.28 7.465e-ll 129- 
146 BL00032B 10.83 9.571e-09 

c\r\ 1 *\ O 

90-128 


1689 


PD02411 


PROTEIN TRANSCRIPTION 
REGULATION NUCLEAR. 


PD02411 21.89 4.780e-17 909- 
942 


1689 


PF00856 


SET domain proteins. 


PF00856B 16.42 5.179e-22 891- 
912 PFOOojoA 26.14 o.339e-lo 
837-873 


1689 


DM00406 


GLIADIN. 


DM00406 7.73 8.784e-10 585-597 


1689 


BL00884 


Osteopontin proteins. 


BL00884B 12.47 8.853e-10 69- 
112 


1689 


BL00422 


Granins proteins. 


BL00422C 16.18 1.882e-09 176- 
203 


•i S~ Cl f\ 

1689 


PR00239 


> /rr\X T T TCr 1 A AT T>XJ/^T\/^1DQTXT (~* 

MULLUoCAIN KJrlvJJJvJJroIXN 

TERMINAL TAIL SIGNATURE 


A.JO U.J 10t/"V/7 JOU 

597 


1689 


PF00624 


Flocculin repeat proteins. 


PF00624I 9.10 6.669e-09 39-68 


1689 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191C 10.57 6.918e-09 44- 
59 


1689 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 6.921e-09 65-98 


1689 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0,00 9.813e-12 577- 
591 PR00049D 0.00 1.500e-10 
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582-596 PR00049DO.OO 1.929e- 
10 581-595 PROO049DO.00 
2.220e-09 579-593 PR00049D 
0.00 2.220e-09 580-594 
PR00049D 0.00 5.119e-09 321- 
335 PR00049D 0.00 5.729e-09 
578-592 PR00049DO.00 7.102e- 
09 585-599 PR00049D 0.00 
7.559e-09 583-597 PR00049D 
0.00 7.559e-09 584-598 


1689 


PF00774 


Dihydropyridine sensitive L-type calcium 
channel (Beta subuni. 


PF00774A 16.47 5.703e-09 43-88 
PF00774A 16.47 8.216e-09 36-81 


1689 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 8.479e-09 296- 
330 


1689 


DM00215 


PRO LINE-RICH PROTEIN 3. 


DM00215 19.43 8.941e-ll 570- 
602 DM00215 19.43 5.661e-10 
565-597 DM00215 19.43 6.946e- 
10 321-353 DM00215 19.43 
7.107e-10 301-333 DM00215 
19.43 1.000e-09 564-596 
DM00215 19.43 3.593e-09 318- 
350 DM00215 19.43 9.542e-09 
572-604 


1690 


PR00179 


LIPOCALIN SIGNATURE 


PR00179B 9.56 2.071e-09 70-82 


1692 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 9.438e-15 195- 
211 BL00028 16.07 2.059e-14 
335-351 BL00028 16.07 8.412e- 
14 279-295 BL00028 16.07 
4.150e-13 167-183 BL00028 
16.07 4.150e-13 307-323 
BL00028 16.07 1.000e-12 139- 
155 BL00028 16.07 2.385e-l 1 
251-267 BL00028 16.07 4.462e- 
11 111-127 BL00028 16.07 
5.200e-10 223-239 


1692 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 8.200e-16 155- 
167 PD00066 13.92 8.200e-16 
323-335 PD00066 13.92 2.800e- 
14 183-195 PD00066 13.92 
2.286e-12 211-223 PD00066 
13.92 4.429e- 12 295-307 
PD00066 13.92 1.391e-ll 267- 
279 PD00066 13.92 8.435e-l 1 
239-251 PD00066 13.92 5.500e- 
10 127-139 


1692 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.500e-17 192- 
205 PR00048A 10.52 7.000e-17 
164-177 PR00048A 10.52 
1.8 18e- 15 276-289 PR00048A 
10.52 7.000e-14 136-149 
PR00048A 10.52 7.750e-14 332- 
345 PR00048A 10.52 6.786e-13 
304-317 PR00048A 10.52 
7.353e-12 220-233 PR00048B 
6.02 2.385e-ll 264-273 
PR00048A 10.52 3.368e-ll 248- 
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261 PR00048A 10.52 4.316e-ll 
108-121 PR00048B 6.02 8.615e- 
11 152-161 PR00048B 6.02 
2. 688e-10 320-329 PR00048B 
6.02 6.063e-10 180-189 
PR00048B 6.02 9.438e-10 292- 
301 


1692 


DM01970 


0 kw ZK632.12 YDR313C ENDOSOMAL 
III. 


DM01970A 8.50 7.750e-09 306- 
312 


1694 


BL00970 


Nuclear transition protein 2 proteins. 


BL00970B 10.09 6.172e-10 357- 
382 BL00970B 10.09 6.440e-09 
355-380 


1694 


BL00048 


Protamine PI proteins. 


BL00048 6.39 5.119e-15 334-360 
BL00048 6.39 2.328e-14 332-358 
BL00048 6.39 5.985e-13 322-348 
BL00048 6.39 1.926e-12 349-375 
BL00048 6.39 5.500e-12 328-354 
BL00048 6.39 2.625e-ll 347-373 
BL00048 6.39 2.750e-ll 330-356 
BL00048 6.39 3.250e-ll 363-389 
BL00048 6.39 3.375e-ll 326-352 
BL00048 6.39 4.375e-ll 344-370 
BL00048 6.39 5.000e-ll 357-383 
BL00048 6.39 7.000e-ll 350-376 
BL00048 6.39 7.375e-ll 324-350 
BL00048 6.39 8.375e-ll 369-395 
BL00048 6.39 9.000e-ll 346-372 
BL00048 6.39 9.000e-ll 367-393 
BL00048 6.39 9.375e-ll 335-361 
BL00048 6.39 1.355e-10 365-391 
BL00048 6.39 1.711e-10 331-357 
BL00048 6.39 2.658e-10 361-387 
BL00048 6.39 2.895e-10 320-346 
BL00048 6.39 2.895e-10 327-353 
BL00048 6.39 2.895e-10 336-362 
BL00048 6.39 3.013e-10 329-355 
BL00048 6.39 4.197e-10 359-385 
BL00048 6.39 5.500e-10 337-363 
BL00048 6.39 5.974e-10 348-374 
BL00048 6.39 6.092e-10 358-384 
BL00048 6.39 7.395e-10 333-359 
BL00048 6.39 9.171e-10 360-386 
BL00048 6.39 9.645e-10 352-378 
BL00048 6.39 1.000e-09 356-382 
BL00048 6.39 2.800e-09 338-364 
BL00048 6.39 3.025e-09 264-290 
BL00048 6.39 3.025e-09 321-347 
BL00048 6.39 3.700e-09 355-381 
BL00048 6.39 3.813e-09 354-380 
BL00048 6.39 4.600e-09 351-377 
BL00048 6.39 5.838e-09 345-371 
BL00048 6.39 7.300e-09 325-351 
BL00048 6.39 7.300e-09 366-392 
BL00048 6.39 7.638e-09 319-345 
BL00048 6.39 7.863e-09 323-349 


1694 


DM01206 


CORONAVIRUS NUCLEOCAPSID 


DM01206B 10.69 9.372e-16 367- 
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PROTEIN. 


386 DM01206B 10.69 4.000e-13 
361-380 DM01206B 10.69 
7.000e-13 326-345 DM01206B 
10.69 9.368e-13 363-382 
DM01206B 10.69 4.714e-12 328- 
347 DM01206B 10.69 8.429e-12 
371-390 DM01206B 10.69 
9.857e-12 324-343 DM01206B 
10.69 1.672e-ll 365-384 
DM01206B 10.69 3.687e-ll 332- 
351 DM01206B 10.69 4.575e-10 
330-349 DM01206B 10.69 
5. 192e-10 359-378 DM01206B 
10.69 8.274e-10 357-376 
DM01206B 10.69 8.767e-10 320- 
339 DM01206B 10.69 3.734e-U9 
369-388 DM01206B 10.69 
4.418e-09 334-353 DM01206B 
10.69 9.886e-09 338-357 


1696 


BL01106 


Ribosomal protein L18e proteins. 


BL01 106B 27.89 5.690e-14 20-74 


1697 


DM01767 


5 TRANSMITTER DOMAIN. 


DM01767B 10.07 7.868e-09 164- 
180 


1699 


PR00380 


KINESIN HEAVY CHAIN SIGNATURE 


PR00380A 14.18 5.355e-23 84- 
105 


1699 


BL00411 


Kinesin motor domain proteins. 


BL00411C 15.04 8.138e-24 84- 
105 BL00411E 10.43 6.023e-13 
133-151 BL00411A 11.31 
3.930e-09 3-17 BL00411B 13.51 
4.405e-09 50-66 


1700 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 5.500e-ll 112- 
128 BL00028 16.07 2.800e-10 
140-156 BL00028 16.07 7.000e- 
10 51-67 BL00028 16.07 4. oUUe- 
09 84-100 


1700 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


t»t> nr\rv A o A 1 rv ci /r 4 aa„ nn in 

PR00048A 10.52 o.4UUe-U9 13/- 
150 


1704 


PF00711 


Beta defensins. 


PF00711 15.76 6.127e-12 37-69 


1704 


BL00940 


Garnma-thionins family proteins. 


BL00940B 12.41 1.353e-09 90- 
101 


1704 


PR00858 


CRUSTACEAN METALLOTHIONEIN 
SIGNATURE 


PR00858B 5.93 l.479e-09 32-50 


1704 


DM01724 


kw ALLERGEN POLLEN CIM1 HOL-LI. 


DM01724 8.14 9.366e-10 4-23 
DM01724 8.14 6.803e-09 8-27 


1704 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243I 31.77 5.235e-10 34-76 
BL00243I 31.77 1.507e-09 37-79 
BL00243I 31.77 7.211e-09 46-88 


1704 


BL00317 


WAP -type four- disulfide core domain 
proteins. 


r>T (\(yx 1 nxx 1 a ^si i 91 no ac\ 

XjJLUU j 1 / J3 14.JO z.zioe-uy HU-Ol 

BL00317B 14.58 8.784e-09 3-24 


1704 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 4.429e-13 31-76 
BL00203 13.94 5.747e-ll 24-69 
BL00203 13.94 3.489e-10 27-72 
BL00203 13.94 1.367e-09 57-102 
BL00203 13.94 3.296e-09 32-77 
BL00203 13.94 5.224e-09 28-73 
BL00203 13.94 5.867e-09 35-80 
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1704 


BL00264 


Neurohypophysial hormones proteins. 


BL00264 8.98 9.053e-09 71-97 


1704 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE E2 
PRECURSOR PEPLOMER. 


PD00866L3.73 1.882e-l 1 4-13 
PD00866L 3.73 7.709e-10 51-60 
PD00866L 3.73 9.262e-09 1-10 


1705 


BL004 1 5 


Synapsins proteins. 


rjT HA/1 1 *C"M A TO O 7(\Qt± AG 1 0 


1705 


BL00048 


Protamine PI proteins. 


BL00048 6.39 5.950e-09 235-261 


1705 


PF00992 


Troponin. 


PF00992A 16.67 6.447e-09 254- 
288 


1705 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 6.975e-ll 10-24 
PR00049D 0.00 5. /29e-Uy o-ZZ 
PR00049D 0.00 6.034e-09 78-92 
PR00049D 0.00 6.339e-09 80-94 
PR00049D 0.00 7.407e-09 76-90 


1705 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 1.706e-ll 5-5 j 
DM00215 19.43 7.589e-10 17-49 
DM00215 19.43 6.644e-09 15-47 
DM00215 19.43 9.390e-09 10-42 


1706 


BL00349 


CTF/NF-I proteins. 


BL00349H 15.70 7.097e-09 49-86 


1706 


PD01234 


PROTEIN NUCLEAR BROMODOMAIN 
TRANS. 


PD01234B 15.53 2.607e-09 2-19 
PD01234B 15.53 7.107e-09 68-85 
PD01234B 15.53 7.107e-09 132- 
149 


1708 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL001 15Z 3.12 4.462e-17 573- 
621 BL00115Z3.12 7.813e-16 
226-274 BL00115Z3.12 4.027e- 
15 372-420 BL00115Z3.12 
4.027e-15 469-517 BL00115Z 
3.12 4.436e-15 379-427 
BL001 15Z 3.12 4.43 6e- 15 476- 
524 BL00115Z3.12 5.827e-15 
233-281 BL00115Z3.12 6.645e- 
15 566-614 BL00115Z3.12 
6.097e-14 331-379 BL00115Z 
3.12 6. 177e-14 428-476 
BL001 15Z 3.12 7.133e-14 580- 
628 BL00115Z3.12 7.372e-14 
254-302 BL00115Z3.12 8.965e- 
14 525-573 BL00115Z3.12 
1.543e-13 30-78 BL00115Z3.12 
2.784e-13 393-441 BL00115Z 
3.12 2.784e-13 490-538 
BL001 15Z 3.12 6.897e-13 275- 
323 BL00115Z3.12 7.983e-13 
37-85 BL00115Z3.12 1.595e-12 
282-330 BL00115Z3.12 2.190e- 
12 400-448 BL00115Z3.12 

0 1 OHa 1 1 AQH <A< T3T nm 1 ^7 

3.12 2.71 le-12 247-295 
BL00115Z3.12 3.975e-12 9-57 
BL00115Z3.12 5.314e-12 587- 
635 BL00115Z3.12 5.686e-12 
518-566 BL00115Z3.12 5.835e- 
12 386-434 BL00115Z3.12 
5.835e-12 483-531 BL00115Z 
3.12 5.983e-12 296-344 
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BL00115Z3.12 6.132e-12 23-71 
BL001 15Z 3.12 6.281e-12 268- 
316 BL00115Z3.12 7.099e-12 
205-253 BL00115Z3.12 7.917e- 
12 219-267 BL00115Z3.12 
8. 364e-12 324-372 BL00115Z 
3.12 8.438e-12 421-469 
BL001 15Z 3.12 8.587e-12 240- 
288 BL00115Z3.12 1.144e-ll 
317-365 BL00115Z3.12 2.152e- 
11 303-351 BL00115Z3.12 
2.800e-ll 261-309 BL00115Z 
3.12 3.088e-ll 58-106 BL00115Z 
3.12 3.880e-ll 310-358 
BL00115Z3.12 3.952e-ll 407- 
455 BL00115Z3.12 4.096e-ll 
212-260 BL00115Z3.12 4.600e- 
112-50 BL00115Z3.12 5.536e- 
11 504-552 BL00115Z3.12 
6.256e-ll 16-64 BL00115Z3.12 
7.048e-ll 338-386 BL00115Z 
3.12 7.120e-ll 435-483 
BL001 15Z 3.12 7.912e-l 1 289- 
337 BL00115Z3.12 8.84Se-ll 
414_462 BL00115Z3.12 1.209e- 
10 532-580 BL00115Z3.12 
1.558e-10 511-559 BL00115Z 
3.12 2.465e-10 198-246 
BL00115Z3.12 3.372e-10 132- 
180 BL00115Z3.12 3.372e-10 
365-413 BL00115Z3.12 3.372e- 
10 462-510 BL00115Z3.12 
5.953e-10 44-92 BL00115Z3.12 
6.581e-10 125-173 BL00115Z 
3.12 9.442e- 10 72-120 BL00115Z 
3.12 9.930e-10 79-127 BL00115Z 
3.12 3.1 18e-09 51-99 BL00115Z 
3.12 3.978e-09 594-642 
BL001 15Z 3.12 4.176e-09 559- 
607 BL00115Z3.12 4.309e-09 
65-1 13 BL001 15Z 3.12 7.022e-09 
118-166 BL00115Z3.12 9.537e- 
09 86-134 


1709 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.34Se-12 168- 
184 BL00028 16.07 2.385e-ll 
364-380 BL00028 16.07 2.731e- 
11 140-156 BL00028 16.07 
2.500e-10 280-296 BL00028 
16.07 2.500e-10 336-352 
BL00028 16.07 3.700e-10 308- 
324 BL00028 16.07 4.000e-10 
224-240 BL00028 16.07 4.000e- 
10 252-268 BL00028 16.07 
8.500e-10 196-212 


1709 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 8.826e-l 1 380- 
392 PD00066 13.92 8.615e-10 
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324-336 


1709 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 6.478e-10 333- 
346 PR00048A 10.52 6.478e-10 
361-374 PR00048A 10.52 
7.652e-10 165-178 PR00048A 
10.52 1.000e-09 277-290 
PR00048A 10.52 3.880e-09 193- 
206 


1710 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.706e-14 196- 
212 BL00028 16.07 3.348e-12 
168-184 BL00028 16.07 2.385e- 
11 392-408 BL00028 16.07 
2.731e-ll 140-156 BL00028 
16.07 2. 500e-10 308-324 
BL00028 16.07 2.500e-10 364- 
380 BL00028 16.07 3.700e-10 
336-352 BL00028 16.07 4.000e- 
10 252-268 BL00028 16.07 
4.000e-10 280-296 BL00028 
16.07 8.500e-10 224-240 


1710 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 8.826e-l 1 408- 
420 PD00066 13.92 2.038e-10 
212-224 PD00066 13.92 8.615e- 
10 352-364 


1710 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.565e-10 193- 
206 PR00048A 10.52 6.478e-10 
361-374 PR00048A 10.52 
6.478e-10 389-402 PR00048A 
10.52 6. 870e- 10 221-234 
PR00048A 10.52 7.652e-10 165- 
178 PR00048A 10.52 1.000e-09 
305-318 


1711 


BL00660 


Band 4.1 family domain proteins. 


BL00660A 31.50 1.000e-40 13-65 
BL00660B 17.33 1.000e-40 99- 
138 BL00660C 23.36 1.000e-40 
186-229 BL00660D 13.60 
1.000e-26 240-263 BL00660F 
35.24 4.724e-25 555-591 
BL00660E 23.41 5.091e-23 269- 
291 


1711 


PR00661 


ERM FAMILY SIGNATURE 


PR00661H 11.24 2.688e-28 588- 
609 PR00661F 25.17 1.191e-27 
284-303 PR00661E 11.38 1.321e- 
26 209-229 PR00661C9.53 
5.114e-26 113-134 PR00661A 
12.48 7.000e-26 17-36 
PR00661G 15.01 8.200e-24 566- 
587 PR00661R 11 79 9 4SRe-24 
69-88 PR00661D 9.08 2.125e-21 
159-176 


1711 


PR00935 


BAND 4.1 PROTEIN FAMILY 
SIGNATURE 


PR00935C 11.98 3.769e-24 117- 
137 PR00935D 10.20 6.400e-17 
186-202 PR00935A 10.16 
1.947e-14 37-49 PR00935B 10.58 
3.032e-13 104-117 


1711 


PF00992 


Troponin. 


PF00992A 16.67 6.684e-09 357- 
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391 


1711 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 7.887e-09 361- 
409 


1712 


BL00660 


Band 4.1 family domain proteins. 


BL00660B 17.33 1.000e-40 67- 
106 BL00660C 23.36 1.000e-40 
154-197 BL00660D 13.60 
1.000e-26 208-231 BL00660F 
35.24 4.724e-25 523-559 
BL00660E 23.41 5.091e-23 237- 
259 


1712 


PR00661 


ERM FAMILY SIGNATURE 


PR00661H 11.24 2.688e-28 556- 
577 PR00661F 25.17 1.191e-27 
252-271 PR00661E 11.38 1.321e- 
26 177-197 PR00661C9.53 
5. 114e-26 81-102 I?R00661G 
15.01 8.200e-24 534-555 
PR00661B 11.79 9.438e-24 37-56 
PR00661D 9.08 2.125e-21 127- 
144 PR00661A 12.48 2.707e-17 

17-36 


1712 


PR00935 


BAND 4.1 PROTEIN FAMILY 
SIGNATURE 


PR00935C 11.98 3.769e-24 85- 
105 PR00935D 10.20 6.400e-17 
154-170 PR00935B 10.58 3.032e- 
13 72-85 


1712 


PF00992 


Troponin. 


PF00992A 16.67 6.684e-09 325- 
359 


1712 


BL00326 


Tropomyosins proteins. 

* 


BL00326B 7.68 7.887e-09 329- 
377 


1713 


BL00660 


Band 4. 1 family domain proteins. 


BL00660B 17.33 1.000e-40 116- 
155 BL00660C 23.36 1.000e-40 
203-246 BL00660D 13.60 
1.000e-26 257-280 BL00660F 
35.24 4.724e-25 572-608 
BL00660E 23.41 5.091e-23 286- 
308 BL00660A 31.50 5.667e-21 
30-82 


1713 


PR00661 


ERM FAMILY SIGNATURE 


PR00661H 11.24 2.688e-28 605- 
626 PR00661F 25.17 1.191e-27 
301-320 PR00661E 11.38 1.321e- 
26 226-246 PR00661C 9.53 
5. 114e-26 130-151 PR00661G 
15.01 8.200e-24 583-604 
PR00661B 11.79 9.438e-24 86- 
105 PR00661D 9.08 2.125e-21 
176-193 PR00661A 12.48 
2.246e-15 17-36 


1713 


PR00935 


BAND 4.1 PROTEIN FAMILY 
SIGNATURE 


PR00935C 11.98 3.769e-24 134- 

1 cyi t>"d nnm ^T"* 1 n on A /innp 1 1 
i 1D4 PKUUVojU IU.zU 0.4UUe-i / 

203-219 PR00935A 10.16 

1.947e-14 54-66 PR00935B 10.58 

3.032e-13 121-134 


1713 


PF00992 


Troponin. 


PF00992A 16.67 6.684e-09 374- 
408 


1713 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 7.887e-09 378- 
426 


1715 


PD00066 


PROTEIN ZINC-FINGER METAL- 


PD00066 13.92 8.200e-16 323- 
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BIND! 


335 PD00066 13.92 8.200e-16 
379-391 PD00066 13.92 3.769e- 
15 407-419 rlJUUUoo io.yZ 
5.846e-15 267-279 PD00066 
13.92 2.800e-14 239-251 
PD00066 13.92 2.800e-14 295- 
307 PD00066 13.92 4.000e-14 
211-223 PD00066 13.92 8.200e- 
14 351-363 PD00066 13.92 
3. 143e-12 463-475 PD00066 
13.92 5.696e-ll 435-447 


1715 


BL00O28 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 9.438e-15 391- 
407 BL00028 16.07 5.765e-14 
223-239 BL00028 16.07 8.650e- 
13 307-323 BL00028 16.07 
8.650e-13 447-463 BL00028 
16.0/ 9.1UUe-13 zjl-Zo/ 
BL00028 16.07 9.100e-13 475- 

419-435 BL00028 16.07 1.783e- 
12 363-379 BL00028 16.07 
1.000e-l 0 279-295 BL00028 
16.07 2.800e-10 195-211 
BL00028 16.07 3.829e-09 335- 
351 


1715 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 4.086e-09 40-78 


1715 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.000e-17 388- 
401 PR00048A 10.52 8.500e-17 
220-233 PR00048A 10.52 
3. 250e- 14 444-457 PR00048A 
10.52 4.000e-14 472-485 
PR00048A 10.52 4.750e-14 248- 
261 PR00048A 10.52 4.214e-13 
304-317 PR00048A 10.52 
5.500e-13 332-345 PR00048B 
6.02 5.500e-13 264-273 
PR00048A 10.52 2.059e-12 416- 
429 PR00048A 10.52 4.176e-12 
192-205 PR00048A 10.52 
4.706e-12 360-373 PR00048B 
6.02 7.23 le- 11 236-245 
PR00048A 10.52 8.579e-ll 276- 
289 PR00048B 6.02 9.308e-ll 
320-329 PR00048B 6.02 9.308e- 

i 1 /i o o c tit") r\r\f\A otd c. m 
ll 376-3o5 rKU0U4or5 o.Uz 

1.563e-10 460-469 PR00048B 

6 02 4 375e-10 292-301 

PR00048B 6.02 1.474e-09 404- 

413 PR00048B 6.02 3.368e-09 

348-357 PR00048B 6.02 5.737e- 

09 208-217 


1716 


PF00992 


Troponin. 


PF00992A 16.67 3.789e-10 271- 
305 


1717 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 8.412e-12 309- 
322 



WO 03/029271 



PCT/US02/30474 



407 
Table 3 



SEQ ID 


Database 
entry ID 


Description 




1717 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 4.522e-ll 300- 
312 


1717 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 9.100e-13 312- 
328 BL00028 16.07 2.200e- 10 

Zo^t—jKJU 


1720 


PR00795 


RYANODINE RECEPTOR SIGNATURE 


PR00795A9.81 6.420e-09 116- 

1 17 


1723 


PR00528 


GLUCOCORTICOID RECEPTOR 

y~-i T y^-« x A fill - TTP% I S 

SIGNATURE 


PR00528D 10.72 1.273e-28 275- 

26-46 PR00528B 8.99 1.098e-26 
76-96 PR00528E 10.00 1.257e-26 
322-340 PR00528C 14.75 9.372e- 
24 109-129 


1724 


PF00877 


NLP/P60 family. 


PF00877C 10.03 7.485e-09 210- 
22 / 


1724 


PD02913 


PROTEIN LARGE TEGUMENT 
PROBABLE CAP SID ASSEMBLY V. 


PD02913G 15.63 8.791e-09 182- 
203 


1725 


BL00726 


AP endonucleases family 1 proteins. 


BL00726D 17.67 8.043e-36 185- 
218 BL00726E 15.26 4.130e-29 
246-271 BL00726C 19.90 
8.286e-25 109-134 BL00726F 
18.15 6.143e-23 278-300 

DT f\C\nO^TX 14 99 7 ^7Sp 1S71-R1 
oJLUU/ZOJj i^.ZZ /.j/jc-lJ /l-ol 


1728 


BL00038 


Myc-type, 'helix-loop-helix' dimerization 
domain proteins. 


BL00038A 13.61 5.875e-ll 53-68 


1728 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E3.06 5.146e-ll 396- 
410 PR00456E3.06 5.146e-ll 
397-411 PR00456E 3.06 9.250e- 
10 394-408 PR00456E3.06 
9.250e-10 395-409 PR00456E 
3.06 1.000e-09 398-412 


1728 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308A 5.90 8.405e-10 396- 
410 PR00308A5.90 8.405e-10 

397- 411 PR00308C3.83 8.892e- 
10 396-405 PR00308C3.83 
8.892e-10 397-406 PR00308C 
3.83 8.892e-10 398-407 
PR00308C 3.83 8.892e-10 399- 
408 PR00308C 3.83 8.892e-10 
400-409 PR00308C3.83 8.892e- 
10 401-410 PRO03O8C3.83 

8. 892e-10 402-41 1 PKUU3UoA 
5.90 1.635e-09 395-409 

407 PR00308A5.90 5.024e-09 

398- 412 


1728 


PR00833 


POLLEN ALLERGEN POA PI 


PR00833H 2.30 3.192e-09 396- 
410 PR00833H2.30 3.192e-09 
397-41 1 PR00833H 2.30 5.500e- 
09 394-408 


1731 


PR00116 


ARGINASE SIGNATURE 


PR00116D 14.91 8.565e-18 271- 
300 


1731 


BL00147 


Arginase family proteins. 


BL00147E 15.08 1.000e-24 270- 
300 BL00147A 20.22 6.927e-13 
76-99 BL00147C9.48 7.577e-12. 
158-169 BL00147D 15.27 
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7.453e-10 181-203 BL00147F 
10.93 1.000e-08 313-323 


1732 


BL00074 


Glu / Leu / Phe / Val dehydrogenases 
proteins. 


133 BL00074D 20.39 8.875e-28 

9^ 967 RT 00074P 14 14 

4.130e-21 187-207 BL00074B 
10 ^1 7 4?9e-17 146-161 


1732 


PR00082 


GLUTAMATE/LEUCINE/PHENYLALA 
NINE/V ALINE DEHYDROGENASE 
SIGNATURE 


PR00082B 17.59 1.000e-21 186- 
208 PR00082C 16.34 1.321e-16 
236-256 PR00082A 11.37 
2.929e-15 101-115 


1734 


DM00784 


APILLOMA VIRUS E4 PROTEIN. 


DM00784A 16.65 7.818e-09 341- 


1734 


PR00452 


SH3 DOMAIN SIGNATURE 


PR00452D 17.02 1.000e-08 616- 
628 


1737 


BL00246 


Wnt-1 family proteins. 


BL00246E 20.32 6.442e-29 251- 
296 BL00246B 13.69 5.026e-26 
48-82 BL00246D 23.97 l.OOOe- 
24 128-180 BL00246A 15.75 

0 ItLAa. 1^1^ 'XA T*T CiCiOAfiC 

1 i Q&Ae* 1 ^ 1 1 7 
ID. Do i.yo*+e-i_> yj-i i / 


1738 

• 


BL00246 


Wnt-1 family proteins. 


BL00246E 20.32 6.442e-29 355- 

152-186 BL00246D 23.97 
1 nnn^ 94 9^9_9R4 rt 00946A 

15.75 8.364e-15 119-138 

RT D0946C 1 5 56 1 964e-13 197- 

221 


1742 


PF00855 


PWWP domain proteins. 


PF00855 13.75 3.588e-09 148-164 


1743 


DM00892 


3 RETROVIRAL PROTEINASE. 


DM00892C 23.55 5.810e-15 242- 

97S 


1744 


PF0065 1 


BTB (also known as BR-C/Ttk) domain 
proteins. 


PF00651 15.00 3.880e-09 85-97 


1744 


PR00501 


KELCH REPEAT SIGNATURE 


PR00501A 8.25 7.545e-09 420- 

4^ 


1746 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 1.391e-10 142- 
PT20001QR 1 1 ^6 1 360e-09 

391-404 PR00019A 11.19 
1.000e-08 370-383 


1747 


*r\ TT A A/^ AO 

BL00298 


Heat shock nsp90 protenis iamiiy proteins. 


"RT OA9QRP 97 ^0 R 944p-1 1 

712 


1747 


BL00422 


Granins proteins. 


BL00422C 16.18 4.000e-09 648- 
675 


1747 


DM00552 


GROWTH FACTOR AND CYTOKINES 
RECEPTORS FAMILY. 


DM00552D 15.26 7.949e-09 22- 


1747 


PF00992 


Troponin. 


PF00992A 16.67 5.263e-09 643- 
677 PF00992A 16.67 8.697e-09 
636-670 


1747 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 2.500e-12 629- 
679 BL00412D 16.54 8.728e-10 
626-676 BL00412D 16.54 
1.000e-09 636-686 BL00412D 
16.54 9.633e-09 638-688 


1747 


PF01140 


Matrix protein (MA), pi 5. 


PF01140D 15.54 9.686e-09 647- 
681 
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1752 


BL00826 


MARCKS family proteins. 


BL00826C7.63 4.938e-09 125- 
151 


1760 


BL00048 


Protamine PI proteins. 


BL00048 6.39 8.412e-12 66-92 
BL00048 6.39 9.500e-ll 68-94 
BL00048 6.39 3.013e-10 67-93 
BL00048 6.39 6.329e-10 63-89 
BL00048 6.39 2.575e-09 61-87 
BL00048 6.39 5.613e-09 69-95 
BL00048 6.39 6.288e-09 62-88 
BL00048 6.39 8.088e-09 60-86 
BL00048 6.39 9.663e-09 77-103 


1761 


BL00115 


Eukaryotic RNA polymerase II 

t • ^ i * 

heptapeptide repeat proteins. 


BL00 1 1 5Z 3 . 1 2 7.22 1 e-09 50-98 


1764 


PD00306 


PROTEIN GLYCOPROTEIN 
PRECURSOR RE. 


PD00306B 5.57 1.000e-08 718- 
728 PD00306B 5.57 1.000e-08 
1081-1091 


1770 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 4.051e-09 1 15- 
129 PR00049D 0.00 5.271 e-09 
116-130 PR00049D0.00 5.271e- 
09 118-132 PR00049D0.00 
5.271e-09 119-133 


1770 


BL01113 


Clq domain proteins. 


BL01113A 17.99 2.862e-16 116- 
142 BL01113A 17.99 6.351e-13 
110-136 BL01113A 17.99 
8.297e-13 31-57 BL01113A 
17.99 8.385e-12 113-139 
BL01113A 17.99 1.614e-ll 25-51 
BL01113A 17.99 1.383e-10 119- 
145 BL01113A 17.99 4.808e-09 
122-148 BL01113A 17.99 
7.058e-09 107-133 BL01113A 
17.99 8.615e-09 58-84 
BL01113A 17.99 8.615e-09 61-87 


1770 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 2.309e-ll 67-95 
BL00420A 20.42 5.091e-ll 25-53 
BL00420A 20.42 6.754e-10 22-50 
BL00420A 20.42 8.377e-10 110- 

•too t*» t r\ /a a f\ f\ a <\r\ A s~ i o r\c\ 

138 BL00420A 20.42 6.123e-09 
52-80 BL00420A 20.42 6.400e- 
09 46-74 BL00420A 20.42 
6.400e-09 49-77 BL00420A 
20.42 9.169e-09 70-98 


1775 


DM01551 


kw OSTEOINDUCTIVE YOPM 
MEMBRANE OUTER. 


DM0155 1C 14.62 3.400e-09 92- 
111 


1775 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A ll.l9 4.667e-09 27-40 
PR00019B 11.36 7.480e-09 70-83 


1777 


PD00302 


PROTEASE POLYPROTEIN 


PD00302B 9.52 7.120e-14 329- 

iaa "pr^nn^no a £ ^ o^^^ 1 1 
JHH jtL)\JVj\JZJ\ O.jj z> .yooc- 1 1 

266-276 


1777 


PF00692 


dUTPase. 


PF00692B8.14 3.613e-ll 181- 
191 PF00692C 11.65 4.162e-09 
205-214 


1777 


BL00141 


Eukaryotic and viral aspartyl proteases 
proteins. 


BL00141A 12.10 9.600e-09 263- 
278 


1777 


DM00892 


3 RETROVIRAL PROTEINASE. 


DM00892B 9.78 1.000e-08 332- 
337 
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ivesuits 


1778 


BL00027 


ITT 1 1 J J ' 

Homeobox domain proteins. 


JoLaJUUZ / zo.-tj z.juue-j-H zuu- 
242 


1778 


BL00032 


'Homeobox' antennapedia-type protein. 


BL00032B 10.83 1.164e-29 189- 
227 BL00032C 11.28 7.750e-20 

OO Q 1A C 

ZZo-Z4D 


1778 


PR00031 


LAMBDA AND OTHER REPRESSOR 

X TPT T~\7" HPT TT1XT TTHT TV OT/1XT A HTT TDT? 

HELIX-TURN-HELIX SIGNA1 URL 


PR00031B 16.29 7.652e-12 223- 


1778 


PR00025 


HOMEOTIC ANTENNAPEDIA 
PROTEIN SIGNATURE 


PR00025B 11.94 3.438e-ll 186- 

ZU1 


1778 


PR00024 


HOMEOBOX SIGNA1 URL 


"dt> nnno/113 1 1 in -n %A&i* 11 m 
J J K.UUUZ4r> ll.Z/ J.o40e-13 ZZZ- 

232 PR00024C7.49 6.143e-13 

Z3Z-Z41 r^JtvUU UZ^f/V ll.o/ 

8.000e-10 207-218 


1781 


DM01354 


1 ' 1 '1 1 A Tv TO /"ITU TTiT 1 A OT7 T*> T7'\ 7"r?T"> OT? TT 

kw TRANSCRIPTASE RLVLRSL 11 
ORF2. 


TYrV/TA1 1C/1T3 H 71 7 cco» in 91 
JjJVlUlo!)4r> 14. /I /.ooyc-lU Zl- 

48 


1786 


BL00434 


HSF-type DNA-binding domain proteins. 


BL00434C 23.85 8.222e-09 399- 

A1Q 

43o 


1788 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 9.217e-20 88-130 


1790 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 7.261e-10 89- 
102 


1791 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL00115Z 3.12 2.787e-09 343- 
391 


1792 


PF00658 


Poly-adenylate binding protein, unique 
domain proteins. 


PF00658B 28.57 l.439e-30 3 19- 

-y s~ £~ T~\T~? /~\f\ £1 C O A 1 A © O C C A A«. to 

365 PFOQoDoA 19. oo j.jvve-Zo 
140-179 


1792 


BL00030 


Eukaryotic RNA-bmding region RNP- 1 
proteins. 


t>t /\/"\ AT AT* —7 A*) 1 /CAn^. 1 A TOO 

BL00030B 7.03 LouUe-lU zoo- 
297 BL00030A 14.39 9.500e-10 

TCT. T^l "DT AAATA A 1/1 TO 

2.7 14e-09 70-88 BL00030B 7.03 
9.526e-09 195-204 


1793 


DM01970 


0 kw ZK632.12 YDR313C ENDOSOMAL 
III. 


DM01970B 8.60 5.000e-17 69-81 


1799 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 9.017e-ll 132- 
146 


1800 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 5.424e-09 521- 
535 


1801 


BL00028 


Zinc ringer, C2H2 type, domain proteins. 


BL00028 16.07 3.647e-14 379- 
395 BL00028 16.07 7.882e-14 
239-255 BL00028 16.07 1.900e- 
13 351-367 BL00028 16.07 
6.400e-13 323-339 BL00028 
16.07 4.130e-12 267-283 
BL00028 16.07 5.304e-12 295- 
311 BL00028 16.07 7.577e-ll 
211-227 


1801 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.545e-15 376- 

TOA TiDAAA/lOA 1A CT A 7CHa 1/1 

Jo9 rKUU(J4oA lU.jz 4. /_)Ue-14 
320-333 PR00048A 10.52 
7.750e-14 292-305 PR00048A 
10.52 2.929e-13 236-249 
PR00048A 10.52 3.571e-13 348- 
361 PR00048B 6.02 6.000e-12 
252-261 PR00048A 10.52 
6.824e-12 208-221 PR00048B 
6.02 1.000e-ll 280-289 
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PR00048A 10.52 2.174e-10 264- 
277 PR00048B 6.02 4.375e-10 
364-373 PR00048B 6.02 5.500e- 
10 224-233 PR00048B 6.02 
7.188e-10 308-317 PR00048B 
6.02 7. 188e-10 336-345 


1801 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 4.462e-15 255- 
267 PD00066 13.92 5.846e-15 
311-323 PD00066 13.92 9.308e- 
15 367-379 PD00066 13.92 
2.800e-14 227-239 PD00066 
13.92 2. 800e-14 283-295 
PD00066 13.92 3.348e-ll 339- 
351 PD00066 13.92 1.000e-09 
199-211 


1807 


BL00478 


LIM domain proteins. 


BL00478B 14.79 8.826e-14 25-39 


1807 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002A 14.19 4.462e-ll 173- 
191 BL50002B 15.18 6.500e-09 
211-224 


1808 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 5.500e-21 184- 
214 


1808 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.294e-12 184- 
202 


1808 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 2.935e-09 1 19- 
166 


1808 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240E 1 1 .56 1.000e-08 170- 
207 


1811 


BL00380 


Rhodanese proteins. 


BL00380D 15.90 8.200e-28 130- 
155 BL00380G 11.26 5.800e-16 
287-299 BL00380B 14.77 
7.000e-14 69-81 BL00380F 9.76 
5.886e-13 223-233 BL00380C 
15.67 7.387e-13 102-117 
BL00380E 12.44 7.000e-ll 201- 
212 BL00380A 10.48 1.000e-09 
30-39 


1815 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.000e-13 170- 
182 PD00066 13.92 7.429e-12 
114-126 PD00066 13.92 3.348e- 
11 142-154 


1815 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 9.357e-13 151- 
164 PR00048A 10.52 3.11 8e- 12 
123-136 PR00048A 10.52 
5.263e-ll 95-108 


1815 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.913e-12 98-1 14 
BL00028 16.07 7.261e-12 126- 
142 BL00028 16.07 4.900e-10 
154-170 


1818 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 9.000e-13 270- 
282 PD00066 13.92 2.714e-12 
158-170 PD00066 13.92 4.000e- 
12 382-394 PD00066 13.92 
1.000e-ll 214-226 PD00066 
13.92 2.174e-ll 186-198 
PD00066 13.92 3.739e-ll 326- 
338 PD00066 13.92 6.478e-ll 
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298-310 PD00066 13.92 8.043e- 
11 242-254 PD00066 13.92 
8.435e-ll 562-574 PD00066 
13.92 8.826e-ll 102-114 
PD00066 13.92 6.700e-09 130- 
142 


1818 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.941e-14 226- 
242 BL00028 16.07 3.423e-l 1 
114-130 BL00028 16.07 6. 192e- 
11 338-354 BL00028 16.07 
8,269e-ll 366-382 BL00028 
16.07 8.615e-ll 546-562 
BL00028 16.07 8.962e-ll 574- 
590 BL00028 16.07 3.100e-10 
394.4IO BL00028 16.07 3.700e- 
10 282-298 BL00028 16.07 
5.500e-10 254-270 BL00028 
16.07 7.000e-10 310-326 
BL00028 16.07 7.900e-10 518- 
534 BL00028 16.07 3.3 14e-09 
198-214 BL00028 16.07 4.600e- 
09 142-158 BL00028 16.07 
6.400e-09 86-102 BL00028 16.07 
7.943e-09 170-186 


1818 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.286e-13 223- 
236 PR00048A 10.52 6.786e-13 
111-124 PR00048A 10.52 
6.294e-12 543-556 PR00048A 
10.52 4.316e-ll 363-376 
PR00048A 10.52 6.684e-ll 167- 
180 PR00048A 10.52 8.105e-ll 
251-264 PR00048A 10.52 
3.739e-10 307-320 PR00048A 
10.52 6.870e-10 391-404 
PR00048A 10.52 7,652e-10 335- 
348 PR00048B 6.02 8.875e-10 
323-332 PR00048A 10.52 
2.800e-09 83-96 PR00048B 6.02 
4.316e-09 379-388 PR00048B 
6.02 6.684e-09 155-164 
PR00048A 10.52 7.840e-09 571- 
584 PR00048B 6.02 9.053e-09 
211-220 PR00048B6.02 l.OOOe- 
08 559-568 


1821 


PR00625 


DNAJ PROTEIN FAMILY SIGNATURE 


PR00625B 13.48 5.632e-10 59-79 
PR00625A 12.84 6.910e-10 26-45 


1821 


BL0O636 


j Nt-dnaJ domain proteins. 


BL00636B 15.1 1 9.455e-l 1 59-79 
BL00636A 8 07 1.000e-09 30-46 


1824 


BL0O904 


I Protein prenyltransferases alpha subunit 
1 repeat proteins proteins. 


BL00904A 8.30 4.667e-10 60-109 


1824 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 6.667e-10 62-74 


1824 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 5.000e-13 487- 
499 PD00066 13.92 7.857e-12 
242-254 PD00066 13.92 3.348e- 
11 287-299 PD00066 13.92 
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3.348e-ll 606-618 PD00066 
13.92 5. 846e~10 515-527 
PD00066 13.92 7.923e-10 785- 
797 PD00066 13.92 3.700e-09 
813-825 PD00066 13.92 3.700e- 
09 869-881 


1824 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479A 19.86 4.0o4e-uy M4- 
536 


1824 


PR00608 


CLASS II CYTOCHROME C 
SIGNATURE 


PR00608A 13.74 4.155e-uy o/o- 
701 


1824 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 5.235e-ll 60-74 
PR00049D 0.00 4.814e-09 62-76 


1824 


PR00239 


MOLLUSCAN RHODOPSIN C- 
TERMINAL TAIL SIGNATURE 


PR00239E 1.58 5.398e-09 64-75 
PR00239E 1.58 5.500e-09 69-80 


1824 


BL00415 


Synapsins proteins. 


BL00415N 4.29 6.912e-09 59-102 


1824 


PF00624 


Flocculin repeat proteins. 


PF006241 9.10 2.984e-09 89-1 18 
PF00624I 9.10 7.307e-09 88-1 17 


1824 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.150e-13 226- 
242 BL00028 16.07 9.550e-13 
299-315 BL00028 16.07 9.550e- 
13 499-515 BL00028 16.07 
8.435e-12 471-487 BL00028 
16.07 4.462e-ll 853-869 
BL00028 16.07 5.846e-ll 328- 
344 BL00028 16.07 7.577e-ll 
797-813 BL00028 16.07 4.600e- 
10 527-543 BL00028 16.07 
5. 500e-10 910-926 BL00028 
16.07 6.100e-10 362-378 
BL00028 16.07 7.300e-10 825- 
841 BL00028 16.07 3.057e-09 
769-785 BL00028 16.07 3.057e- 
09 938-954 BL00028 16.07 
8.200e-09 254-270 BL00028 
16.07 8.714e-09 618-634 


1824 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 9.085e-09 43-75 


1824 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 8.412e~12 496- 
509 PR00048B6.02 6.538e-ll 
484-493 PR00048A 10.52 
4.913e-10 524-537 PR00048A 
10.52 5.304e-10 296-309 
PR00048A 10.52 8.826e-10 223- 
236 PR00048A 10.52 4.960e-09 
822-835 PR00048A 10.52 
6.760e-09 794-807 PR00048A 
10.52 9.280e-09 251-264 
PR00048B 6.02 9.526e-09 810- 


1825 


BL00326 


Tropomyosins proteins. 


BL00326C 9.99 7.174e-09 239- 
292 


1830 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.800e-14 138- 
150 PD00066 13.92 2.800e-14 
278-290 PD00066 13.92 7.000e- 
13 250-262 PD00066 13.92 
1.000e-12 166-178 PD00066 
13.92 5.286e-12 222-234 
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PD00066 13.92 7.429e-12 194- 
206 


1830 


BL00028 


Zinc finger, C2H2 type, domain proteins. 1 


BL00028 16.07 9.438e-15 122- 

13o oLUUUZo lo. u/ z.yj/e-iz 

150-166 BL00028 16.07 5.304e- 
1 o qa 1 r\c\ dt nnn9S 1 A (Y7 

1Z o4-lUU rSlAJUUZo lO.U/ 

1.692e-ll 206-222 BL00028 
16.07 4.1 15e-ll 178-194 
BL00028 16.07 6.538e-ll 290- 
306 BL00028 16.07 8.269e-ll 
262-278 BL00028 16.07 l.OOOe- 
10 234-250 


1830 


BL00479 


Phorbol esters / diacylglycerol binding 1 
domain proteins. j 


BL00479A 19.86 9.561e-10 193- 
215 


1830 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.500e-14 231- 
244 PR00048A 10.52 1.000e-13 
147-160 PR00048A 10.52 
8.714e-13 119-132 PR00048A 
10.52 8.714e-13 287-300 
PR00048A 10.52 5.235e-12 175- 
188 PR00048A 10.52 1.947e-ll 
259-272 PR00048A 10.52 
3.842e-ll 81-94 PR00048A 

lU.DZ D. Id /e-1 1 ZUo-ZIO 

PR00048B 6.02 5.846e-ll 275- 

Zo4 Jrix.UUU^-orS O.UZ j.jUUc-iw 
1^ 1AA PPnnnA&Pi f C\0 7 7S0e- 

10 163-172 PR00048B 6.02 
1 1 ^Re* 00 9 1 Q-99R PR00048R 

6.02 8.105e-09 191-200 
, PR00048B 6.02 9.526e-09 303- 

^19 


1831 


PR00300 


ATP-DEPENDENT CLP PROTEASE 
ATP -BINDING SUB UNIT SIGNATURE 


PR00300A 9.56 5.563e-10 10-28 


1831 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 4.1 62e-09 7-28 


1834 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.286e-12 269- 

| ZO 1 


1834 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 9.217e-12 253- 
269 BL00028 16.07 1.346e-ll 
281-297 


1834 


PR00048 


C2H2-TYPE ZINC FINGER SIGN A I URL 


PPnnnARA in ^9 R 714p-1^ 978- 

291 PR00048B 6.02 5.263e-09 
9^£ 97^ PPnnndRR f 07 S 961e- 

09 294-303 PR00048A 10.52 
I q 9snf» no i^d-ift^ 


1838 


PR00308 


TYPE I ANTIFREEZE PROTEIN 


PR00308C3.83 6.815e-10 60-69 
PR00308C3.83 8.892e-10 57-66 
PR00308C 3.83 8.892e-10 58-67 
PR00308C 3.83 8.714e-09 56-65 


1849 


BL00478 


LIM domain proteins. 


BL00478B 14.79 3.000e-l 1 93- 
107 


1852 


BL00518 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 9.667e-09 42-50 


1854 


PR00926 


MITOCHONDRIAL CARRIER PROTEIN 
SIGNATURE 


PR00926F 17.75 1.522e-09 28-50 



WO 03/029271 



PCT/US02/30474 



415 
Table 3 



SEQ ID 


Database 
entry ID 


Description 


Results* 


1854 


PR00927 


ADENINE NUCLEOTIDE 
TRANSLOCATOR 1 SIGNATURE 


PR00927B 14.66 2.397e-13 189- 
210 PR00927B 14.66 3.959e-09 
287-308 


1854 


BL00215 


Mitochondrial energy transfer proteins. 


BL00215A 15.82 9.625e-17 26-50 
BL00215A 15.82 2.532e-ll 252- 
276 BL00215B 10.44 4.000e~09 
199-211 BL00215B 10.44 
4.900e-09 297-309 


1854 


PR00784 


MITOCHONDRIAL BROWN FAT 
UNCOUPLING PROTEIN SIGNATURE 


PR00784D 15.86 5.061e-09 199- 
216 PR00784D 15.86 7.915e-09 
297-314 


1856 


PDO0301 


PROTEIN REPEAT MUSCLE 
CALCIUM-BL 


PD00301A 10.24 1.900e-09 310- 
320 


1856 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 7.300e-16 650- 
662 PD00066 13.92 5.846e-15 
678-690 PD00066 13.92 8.435e- 
11 594-606 PD00066 13.92 
2.500e-09 566-578 


1856 


BL00354 


HMG-I and HMG-Y DNA-binding domain 
proteins (A+T-hook). 


BL00354C 6.61 6.178e-09 331- 
345 


1856 


PR002 1 1 


GLUTELIN SIGNATURE 


PR0021 IB 0.86 4.029e-10 743- 
763 PR00211B 0.86 5.583e-09 
749-769 PR00211B 0.86 6.833e- 
09 737-757 


1856 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 8.533e-10 327- 
377 BL00412D 16.54 2.1 02e-09 
328-378 BL00412D 16.54 
6.05 le-09 325-375 BL00412D 
16.54 6.602e-09 285-335 
BL00412D 16.54 7.429e-09 314- 
364 BL00412D 16.54 8.255e-09 
280-330 


1856 


BL00795 


Involucrin proteins. 


BL00795C 17.06 8.400e-09 342- 
386 


1856 


PF00922 


Vesiculovirus phosphoprotein. 


PF00922A 19.17 8.448e-09 305- 
338 


1856 


PR00930 


HIGH MOBILITY GROUP PROTEIN 
(HMGY) SIGNATURE 


PR00930E 5.98 8.500e-09 332- 
344 


1856 


BL00422 


Granins proteins. 


BL00422C 16.18 8.235e-09 352- 
379 BL00422C 16.18 8.941e-09 
299-326 


1856 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.130e-12 662- 
678 BL00028 16.07 9.217e-12 
578-594 BL00028 16.07 8.615e- 
11 690-706 BL00028 16.07 
4.300e-10 520-536 BL00028 
lo.U/ l.Dl4e-uy dduooo 
BL00028 16.07 3. 57 le-09 466- 
482 BL00028 16.07 9.229e-09 
493-509 


1856 


PFO0651 


BTB (also known as BR-C/Ttk) domain 
proteins. 


PF00651 15.00 9.640e-09 58-70 


1856 


PRO0048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 3.571e-13 575- 
588 PR00048A 10.52 5.235e-12 
659-672 PR00048A 10.52 
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2,440e-09 oo /-/UU rKUUU4o/v 
10.52 9.640e-09 517-530 


1856 


PR00047 


C4-TYPE STEROID RECEPTOR ZINC 
FINGER SIGNATURE 


PR00047B 7.63 l.UUUe-Uo of I- 
592 


1857 


PF01140 


Matrix protein (MA), pi 5. 


PF01140D 15.54 7.240e-ll 230- 
264 


1857 


PF00992 


Troponin. 


PF00992A 16.67 2.050e-13 219- 
253 PF00992A 16. 6/ l.Jzoe-uy 
234-268 


1857 


BL00224 


Clathrin light chain proteins. 


T^T r\r\'~\'\ ATI 1 iZ C\A C f\nn« AO O^A 

BL00224B 16.94 D.9U9e-Uy zjU- 
302 


1859 


PD01966 


TRANSFERASE 
GLYCOSYLTRANSFERASE. 


PD01966E 31.30 9.710e-18 359- 
410 rJJUiyooD ly.iu D.UoUe-lD 
243-283 


1860 


PD02807 


APOLIPOPROTEIN E PRECURSOR 
APO-E GLYCOPROTEIN PLAS. 


PD02807D 7.99 5.809e-09 353- 
402 


1861 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 7.261e-10 89- 
102 


1863 


BL00021 


Kringle domain proteins. 


BL00021D 24.56 8.036e-21 205- 
246 BL00021B 13.33 5.071e-18 
46-63 


1863 


PR00722 


CHYMOTRYPSIN SERINE PROTEASE 
FAMILY (SI) SIGNATURE 


PR00722A 12.27 6.040e-15 47-62 
PR00722C 10.87 5.500e-ll 195- 
207 


1863 


. BL00134 


Serine proteases, trypsin family, histidine 
proteins. 


BL00134A 11.96 5.500e-16 46-62 
BL00134C 13.45 6.400e-15 233- 
246 BL00134B 15.99 6.268e-l 1 
196-219 


1863 


BL00495 


Apple domain proteins. 


BL00495O 13.75 4.740e-16 224- 
252 BL00495K 12.58 6.300e-12 
48-80 BL00495M 8.50 5.63le-l0 
H6-150 BL00495N ll. 04 
6.676e-09 188-222 


1863 


BL01253 


Type I fibronectin domain proteins. 


BL01253H 13.15 4.136e-25 215- 
249 BL01253G 11.34 2.658e-12 
195-208 BL01253D 4.84 y.co/e- 
11 46-59 BL01253F 14.35 

A /Z1 1 ~ 1A 1^1 1 on T3T H1 O^IC 

9.621e-lU IjI-IoV dL,vj izjde, 
16.01 6.753e-09 114-150 


1865 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 8.071e-10 227- 
259 


1865 


PR00211 


GLUTELIN SIGNATURE 


PR00211B 0.86 7.317e-10 237- 
257 PR00211B 0.86 5.417e-09 
231-251 


1869 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 5.364e-10 46-80 


1869 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


"DT5 AHA/1 OA A AA 1 <nHa 1 A 0 f\ AC\ 

PRUUU4yiJ u.uu /.Duue-iH- zo-^u 
PR00049D 0.00 6.250e-12 30-44 
PR00049D 0.00 7.277e-ll 32-46 
PR00049D 0.00 7.580e-ll 28-42 
PR00049D 0.00 8.109e-ll 27-41 
PR00049D 0.00 8.185e-ll 29-43 
PR00049D 0.00 9.714e-10 53-67 
PR00049D 0.00 9.786e-10 33-47 
PR00049D 0.00 3.136e-09 31-45 
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1869 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 8.875e-12 43-75 
DM00215 19.43 1.176e-ll 33-65 
DM00215 19.43 4.529e-ll 49-81 
DM00215 19.43 6.464e- 10 44-76 
DM00215 19.43 8.393e-10 30-62 
DM00215 19.43 1.000e-09 34-66 
DM00215 19.43 3.593e-09 29-61 
DM00215 19.43 3.746e-09 31-63 
DM00215 19.43 4.966e-09 32-64 
DM00215 19.43 5.271e-09 39-71 


1869 


PR00211 


GLUTELIN SIGNATURE 


PR00211B 0.86 8.917e-09 57-77 


1871 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 8.200e-09 499- 
512 


1871 


DM00315 


072 RIBONUCLEASE INHIBITOR. 


DM003 15G 15.85 8.740e-09 520- 
555 


1872 


BL00632 


Ribosomal protein S4 proteins. 


BL00632 23.79 1.189e-10 92-134 


1874 


PR00315 


GTP -BINDING ELONGATION FACTOR 
SIGNATURE 


PR00315A 11.81 3.093e-ll 9-22 


1874 


BL00301 


GTP-binding elongation factors proteins. 


BL00301B 20.09 3.625e-15 91- 
122 BL00301A 12.41 3.613e-ll 
9-20 


1874 


BL01176 


Initiation factor 2 proteins. 


BL01176B 8.74 7.520e-ll 88-125 


1874 


PR00318 


ALPHA G-PROTEIN (TRANSDUCIN) 
SIGNATURE 


PR00318E7.23 1.000e-08 141- 
150 


1875 


BL00301 


GTP-binding elongation factors proteins. 


BL00301B 20.09 4.960e-24 91- 
122 BL00301A 12.41 6.625e-12 
21-32 


1875 


PR00315 


GTP-BINDING ELONGATION FACTOR 
SIGNATURE 


PR00315A 11.81 1.000e-14 21-34 
PR00315C 13.85 8.875e-12 89-99 


1875 


BL01176 


Initiation factor 2 proteins. 


BL01176B 8.74 4.490e-ll 88-125 


1876 


BL00039 


DEAD-box subfamily ATP-dependent 
helicases proteins. 


BL00039D 21.67 9.586e-10 785- 
830 


1876 


PR00300 


ATP-DEPENDENT CLP PROTEASE 
ATP -BINDING SUBUNIT SIGNATURE 


PR00300A 9.56 7.429e-09 325- 
343 


1876 


BL00936 


Ribosomal protein L35 proteins. 


BL00936A 11.46 7.568e-09 884- 
902 


1880 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 5.200e-30 9-47 


1881 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B 4.88 4.563e-09 59-77 


1883 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 5.500e-28 195- 
237 


1883 


BL00035 


'POU' domain proteins. 


BL00035C 17.40 7.845e-12 202- 
231 


1883 


BL00478 


LIM domain proteins. 


BL00478B 14.79 1.000e-16 85-99 
BL00478B 14.79 8.500e-12 25-39 


1883 


PR00024 


HOMEOBOX SIGNATURE 


PRUU024C / ,4y 4.0oze-i 1 zz/- 
236 


1883 


PR00031 


LAMBDA AND OTHER REPRESSOR 
HELIX-TURN-HELIX SIGNATURE 


PR00031B 16.29 8.560e-ll 218- 
234 


1883 


BL00032 


'Homeobox' antennapedia-type protein. 


BL00032C 11.28 3.554e-10 223- 
240 


1885 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 5.800e-14 249- 
261 PD00066 13.92 2.500e-13 
404-416 
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1885 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


"Ti"r> nAA/i on c ai n 7CAo in /i n 1 
PRUuU4o.dO.uz / . /DUe-lU 4U1- 

410 PR00048A 10.52 8.043e-10 
10 246-255 PR00048A 10.52 

9 Qfifl** HQ 9^R 971 


1885 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 9.217e-12 388- 

AfiA "RT nnn?R 16 07 1 600p-10 

233-249 BL00028 16.07 4.343e- 

OQ KQ 1 7S 


1888 


BL00027 


'Homeobox' domain proteins. 


BL00027 26.43 3.700e-23 216- 

9^R 


1888 


PR00031 


LAMBDA AND OTHER REPRESSOR 
HELIX-TURN-HELIX SIGNATURE 


PR00031B 16.29 4.240e-ll 239- 
255 


1888 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3.06 6.813e-10 47-61 
PR00456E 3.06 1.797e-09 45-59 


1888 


PR00024 


HOMEOBOX SIGNATURE 


PR00024C 7.49 7.900e-09 248- 
257 


1890 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 5.404e-29 26-64 


1890 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.500e-13 591- 
604 PR00048A 10.52 2.588e-12 
445-458 PR00048A 10.52 
3. 118e-12 473-486 PR00048A 
10.52 6.294e-12 249-262 
PR00048A 10.52 6.294e-12 305- 
318 PR00048A 10.52 6.824e-12 
535-548 PR00048A 10.52 
7.353e-12 417-430 PR00048A 
10.52 7.353e-12 563-576 
PR00048A 10.52 7.353e-12 619- 
632 PR00048A 10.52 3.842e-ll 
277-290 PR00048A 10.52 
5.737e-ll 361-374 PR00048B 
6.02 8.615e-ll 579-588 
PR00048B 6.02 2.125e-10 635- 
644 PR00048A 10.52 3.348e-10 
647-660 PR00048A 10.52 
4.522e-10 389-402 PR00048B 
6.02 5.500e-10 321-330 
PR00048B 6.02 6.625e-10 607- 
616 PR00048B 6.02 7.188e-10 
551-560 PR00048A 10.52 
8.826e-10 193-206 PR00048A 
10.52 8.826e-10 703-716 
PR00048A 10.52 9.609e-10 507- 
520 PR00048B 6.02 1.000e-09 
265-274 PR00048A 10.52 
4 240e-09 221-234 PR00048B 
6.02 4.789e-09 461-470 


1890 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 3.077e-15 240- 
252 PD00066 13.92 3.077e-15 
268-280 PD00066 13.92 3.077e- 
15 554-566 PD00066 13.92 
3.077e-15 582-594 PD00066 
13.92 3.077e-15 638-650 
PD00066 13.92 7.231e~15 526- 
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538 PD00066 13.92 4.600e-14 
296-308 PD00066 13.92 5.800e- 
14 408-420 PD00066 13.92 
6.000e-13 324-336 PD00066 
13.92 8.500e-13 722-734 
PD00066 13.92 9.000e-13 464- 
476 PD00066 13.92 9.000e-13 
610-622 PD00066 13.92 l.OOOe- 
12 666-678 PD00066 13.92 
1.692e- 10 436-448 PD00066 
13.92 1.300e-09 380-392 
PD00066 13.92 2,200e-09 352- 
364 PD00066 13.92 4.900e-09 
498-510 


1890 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.706e-14 448- 
464 BL00028 16.07 1.450e-13 
566-582 BL00028 16.07 5.500e- 
13 594-610 BL00028 16.07 
9.100e-13 622-638 BL00028 
16.07 4. 130e-12 308-324 
BL00028 16.07 4.913e-12 280- 
296 BL00028 16.07 4.913e-12 
420-436 BL00028 16.07 6.885e- 
11 252-268 BL00028 16.07 
6.885e-ll 706-722 BL00028 
16.07 8.962e-ll 476-492 
BL00028 16.07 1.900e-10 224- 
240 BL00028 16.07 1.000e-09 
392-408 BL00028 16.07 2.800e- 
09 538-554 BL00028 16.07 
2,800e-09 650-666 BL00028 
16.07 3.o29e-Uy lyo-ziz 
BL00028 16.07 6.657e-09 364- 
380 


1891 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 3.250e-15 12-50 


1893 


PD02625 


DECARBOXYLASE BIOSYNTHESIS S- 
ADENOSYLMETHIONINE. 


PD02625A 10.33 o.j>0Ue-lU z/4- 
285 


1894 


PD02625 


DECARBOXYLASE BIOSYNTHESIS S- 
ADENOSYLMETHIONINE. 


PD02625A 10.33 8.500e-10 339- 
350 


1895 


BL00813 


Eukaryotic initiation factor 4E proteins. 


BL00813B 24.44 3.864e-32 91- 
134 BL00813D 23.58 7.353e-30 
169-212 BL00813C 14.40 
8.435e-18 152-167 BL00813A 
15.06 7.088e-16 62-79 


1898 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.375e-15 298- 
314 BL00028 16.07 1.000e-14 

oon QQO "RT 00095? 1£ 07 4 70^f»- 
JOZ-J70 JjIjWUU^O IO.u / H-./UUC- 

14 354-370 BL00028 16.07 
3.700e- 13 466-482 BL00028 
16.07 4.150e-13 326-342 
BL00028 16.07 5.500e-l 1 438- 
454 BL00028 16.07 7.923e-ll 
410-426 


1898 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.800e-14 342- 
354 PD00066 13.92 2.800e-14 
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398-410 PD00066 13.92 2.800e- 
14 454-466 PD00066 13.92 
8.800e-14 370-382 PD00066 
13.92 9.400e-14 426-438 
PD00066 13.92 4.913e-ll 314- 
326 PD00066 13.92 1.000e-09 
286-298 


1898 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 1.000e-15 295- 
308 PR00048A 10.52 3.455e-15 
463-476 PR00048A 10.52 
9.182e-15 351-364 PR00048A 
10.52 1.750e-14 323-336 
PR00048A 10.52 4.214e-13 379- 
392 PR00048A 10.52 7.353e-12 
435-448 PR00048B 6.02 l.OOOe- 

11 "> H A T ;1 O T»T> AAA/1 OT> /C AO 

1 1 339-348 PR00048JB o.Uz 
1.000e-ll 395-404 PR00048B 
o.Uz o.jjoe-l 1 D0/-D/0 
PR00048A 10.52 1.783e-10 407- 
420 PR00048B 6.02 2.688e-10 

09 423-432 


1899 


TpJ X A A AO 1 

BL00031 


Nuclear hormones receptors uN A-Dinamg 
region proteins. 


r?T r\r\r\i ia io*\*\^'*iR<=>99 9Rn 
312 


1899 


PR00398 


S 1 ERU1L) HOKMOIN.C, KiiCJir 1 <JK 

SIGNATURE 


DDnfi^OQ A 1 A AA 1 79£<=» 1 ^ 9RO 

r\K.uuo;70/\ i^f. <1 f i f i./zoe-ij zow- 
297 


1899 


PR00U47 


C4- 1 Yx^Jb o 1 bKUlJJ KxiL. r,r 1 UK ALJNC 

FINGER SIGNATURE 


ppnnnzi7 a 1 ^ 7n r ^^n<=» 1 R 9R0- 
296 PR00047B 7.63 8.448e-10 

90^-^1 1 
Zi^O-O 1 1 


1899 


PR00350 


VITAMIN D RECEPTOR SIGNATURE 


PR00350A 10.48 7.968e-09 280- 

9Q£ 
Zi/O 


1899 


PD00306 


PROTEIN GLYCOPROTEIN 


PD00306B 5.57 8.500e-09 101- 

111 
ill 


1899 


DM00191 


w SPAC8A4.04C RESISTANCE 

!SrACoA4.UjC UAUjNUKUr51UiJN. 


DM00191A 8.16 9.160e-09 94- 


1903 


DM01111 


4 kw PHOSPHATASE TRANSFORMING 
61KPDF1. 


DM01 1 1 IE 17.28 7.253e-10 48- 
96 


1909 


BL01098 


Lipolytic enzymes G-D-S-L family, serine 
proteins. 


BL01098B 14.98 7.840e-09 195- 
205 


1913 


BL00027 


Homeobox domain proteins. 


TOT A A AO O A 1 1 ^AA n T3 TA/T 

BLUOOz/ zo.43 3. /UUe-zo 3UO- 
348 


1913 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 7.888e-09 412- 
462 


1917 


BL00411 


Kmesm motor domain proteins. 


T» T A A /I 1 "I T T 1 ^ ^ £. O f/l 1 _ O O 1 7/C 

BL00411H 15.66 8.541e-zz 176- 
206 BL00411G 21.39 2.841e-21 

10^ 1 /"'7 TOT AA/1 1 1 T? 1A /f O/ITo 

126-167 BL0041 lb 1U.4J 4.34ie- 
15 19-37 BL00411F 14.77 
5.350e-12 78-102 


1917 


PR00380 


KINESIN HEAVY CHAIN SIGNATURE 


PR00380D 9.93 5.109e-16 177- 
198 PR00380C 13.18 1.706e-ll 
125-143 PR00380B 12.64 5.500e- 
10 87-104 


1918 


BL0003 1 


Nuclear hormones receptors DNA-binding 
region proteins. 


BL00031A 19.55 5.680e-30 153- 
185 


1918 


PR00047 


C4-TYPE STEROID RECEPTOR ZINC 


PR00047A 15.70 3.250e-18 153- 
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FINGER SIGNATURE 


1 /rn tit> aaa/1 ^ /Ci o 71 Q P 1 

169 rKUUU4/o / .03 y. / iye-10 
169-184 


1918 


PR00398 


STEROID HORMONE RECEPTOR 
SIGNATURE 


PR00398A 14.44 4.086e-23 153- 
170 FKUUjyoij l j.Uo y.Hiye-iz 
174-190 


1918 


PR00350 


VITAMIN D RECEPTOR SIGNATURE 


PR003_)OA 10.4(5 J.ZU/e-lU Ijj- 

169 


1919 


BL00674 


AAA-protein family proteins. 


BL00674A 16.91 5.696e-09 1-21 


1921 


PF00075 


RNase H. 


PF00075F 12.87 2,588e-10 94-104 


1924 


BL00053 


Ribosomal protein S8 proteins. 


BL00053C 16.71 5.219e-24 98- 
130 BL00053B 14.56 8.500e-l 1 
58-75 


1926 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 2.059e-27 10-48 


1926 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.313e-15 242- 
258 BL00028 16.07 4.706e-14 
382-398 BL00028 16.07 1.783e- 
12 354-370 BL00028 16.07 
6.087e-12 270-286 BL00028 
16.07 3.077e-ll 214-230 
BL00028 16.07 6.192e-ll 326- 
342 BL00028 16.07 2.200e-10 
186-202 BL00028 16.07 8.800e- 
10 298-314 


1926 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.500e-17 379- 
392 PR00048A 10.52 5.909e-15 
351-364 PR00048A 10.52 
3.250e-14 267-280 PR00048A 
10.52 8.500e-14 239-252 
PR00048A 10.52 6.824e-12 323- 
336 PR00048B 6.02 1.000e-ll 
227-236 PR00048B6.02 1.692e- 
11 283-292 PR00048A 10,52 
6.21 le- 11 183-196 PR00048A 
10.52 6.684e-ll 211-224 
PR00048B 6.02 6.063e-10 367- 
376 PR00048B 6.02 6.625e-10 
339-348 PR00048B 6.02 9.43 8e- 
10 199-208 PR00048B 6.02 
3.842e-09 311-320 PR00048A 
10.52 4.960e-09 295-308 


1926 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 8.200e-17 342- 
354 PD00066 13.92 8.200e-14 
202-214 PD00066 13.92 8.800e- 
14 370-382 PD00066 13.92 
5.500e-13 286-298 PD00066 
13.92 7.000e-13 230-242 

JrJ_yUUUOO Ij.yz o.v/O/c-JLi ^-jo- 

270 PD00066 13.92 5.200e-09 
314-326 


1927 


BL00226 


Intermediate filaments proteins. 


BL00226D 19.10 5.935e-33 378- 
424 BL00226B 23.86 4.375e-20 
211-258 BL00226C 13.23 
3. 195e-14 277-307 BL00226A 
12.77 3.543e-10 110-124 


1928 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 


PD01066 19.43 4.566e-26 41-79 
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METAL-BINDING NU. 




1928 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 6.850e-13 396- 
412 BL00028 16.07 8.650e-13 
480-496 BL00028 16.07 4.462e- 
11 508-524 BL00028 16.07 
9.308e-ll 284-300 BL00028 
16.07 5.800e-10 424-440 
BL00028 16.07 7.300e-10 452- 
468 BL00028 16.07 8.800e-10 
312-328 BL00028 16.07 l.OOOe- 
09 340-356 BL00028 16.07 
2.029e-09 368-384 


1928 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 1.600e-14 356- 
368 PD00066 13.92 2.800e-14 
328-340 PD00066 13.92 2.800e- 
14 412-424 PD00066 13.92 
2. 800e-14 496-508 PD00066 
13.92 1.000e-13 468-480 
PD00066 13.92 6.500e-13 384- 
396 PD00066 13.92 2.714e-12 
524-536 PD00066 13.92 3. 143e- 
12 440-452 PD00066 13.92 
9. 100e-09 300-312 


1928 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048B 6.02 6.400e-13 409- 
418 PR00048A 10.52 6.786e-13 
477-490 PR00048A 10.52 
5.235e-12 505-518 PR00048B 
6.02 9.000e-12 381-390 
PR00048A 10.52 2.895e-ll 393- 
406 PR00048B 6.02 5.846e-ll 
325-334 PR00048B 6.02 5.846e- 
1 1 493-502 PR00048B 6.02 
2.688e-10 353-362 PR00048A 
10.52 4.913e-10 365-378 
PR00048A 10.52 5.304e-10 449- 
462 PR00048B 6.02 8.3 13e-10 
437-446 PR00048B 6.02 1.474e- 
09 465-474 PR00048B 6.02 
3.368e-09 297-306 PR00048A 
10.52 4.600e-09 421-434 
PR00048A 10.52 8.560e-09 533- 
546 PR00048A 10.52 8.920e-09 
337-350 PR00048A 10.52 
9.640e-09 281-294 


1929 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 8.875e-37 10-48 


1929 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.000e-13 488- 
504 BL00028 16.07 8.200e-13 
432-448 BL00028 16.07 2.174e- 
12 236-252 BL00028 16.07 
2.174e-12 600-616 BL00028 
16.07 2.565e-12 628-644 
BL00028 16.07 3.739e-12 180- 
196 BL00028 16.07 3.739e-12 
208-224 BL00028 16.07 4.1 30e- 
12 320-336 BL00028 16.07 
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5. 696e- 12 264-280 BL00028 
16.07 5.696e-12 572-588 
BL00028 16.07 7.652e-12 516- 
532 BL00028 16.07 7.652e-12 
656-672 BL00028 16.07 8.043e- 
12 348-364 BL00028 16.07 
9.217e-12 460-476 BL00028 
16.07 9.609e-12 544-560 
BL00028 16.07 1.346e-ll 376- 
392 BL00028 16.07 4.1 15e-ll 
292-308 BL00028 16.07 2.200e- 
10 404-420 


1929 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 1.600e-14 196- 
208 PD00066 13.92 2.800e-14 
252-264 PD00066 13.92 2.800e- 
14 560-572 PD00066 13.92 
5.200e-14 308-320 PD00066 
13.92 5.200e-14 364-376 
PD00066 13.92 1.500e-13 420- 
432 PD00066 13.92 1.500e-13 
616-628 PD00066 13.92 3.000e- 
13 224-236 PD00066 13.92 
3.000e-13 280-292 PD00066 
13.92 3.000e-13 588-600 
PD00066 13.92 6.000e-13 448- 
460 PD00066 13.92 1.857e-12 
644-656 PD00066 13.92 4.429e- 
12 504-516 PD00066 13.92 
7.857e-12 532-544 PD00066 
13.92 6.087e-ll 476-488 
PD00066 13.92 6.870e-ll 392- 
404 PD00066 13.92 1.000e-09 
336-348 


1929 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479A 19.86 5.404e-09 503- 
525 


1929 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 9.182e-15 233- 
246 PR00048A 10.52 4.000e-14 
485-498 PR00048A 10.52 
6.250e- 14 289-302 PR00048A 
10.52 2.929e-13 597-610 
PR00048A 10.52 5.500e-13 373- 
386 PR00048A 10.52 6.143e-13 
317-330 PR00048A 10.52 
1.000e-12 345-358 PR00048A 
10.52 3.1 18e-12 457-470 
PR00048A 10.52 3.647e-12 653- 
666 PR00048A 10.52 4.176e-12 
JIjvZo J J KU(JU4oA 10.52 
4. 176e-12 569-582 PR00048A 
10.52 6.294e-12 625-638 
PR00048A 10.52 7.353e-12 177- 
190 PR00048A 10.52 7.882e-12 
429-442 PR00048A 10.52 
8.941e-12 261-274 PR00048A 
10.52 8.941e-12 541-554 
PR00048A 10.52 3.842e-ll 205- 
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218 PR00048B 6.02 9.308e-ll 
361-370 PR00048B 6.02 4.375e- 
10 193-202 PR00048B 6.02 
4.375e-10 501-510 PR00048B 
6.02 6.063e-10 249-258 
PR00048B 6.02 7.188e-10 557- 
566 PR00048B 6.02 8.875e-10 
389-398 PR00048B 6.02 9.438e- 
10 305-314 PR00048B 6.02 
1.947e-09 277-286 PR00048B 
6.02 2.895e-09 669-678 
PR00048B 6.02 5.263e-09 417- 
426 PR00048B 6.02 5.263e-09 

/" 1 O /COO TJT> AAA/1 OTi /T AO C „ 

olJ-ozz l J K0UU4oB 6.02 5.737e- 
09 333-342 PR00048B 6.02 
/.ljoe-uy zzi-zjU rKUUU4or> 

6.02 7.632e-09 585-594 
PR00048B 6.02 1.000e-08 445- 
454 ' 


1930 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 3.302e-31 15-53 
PD01066 19.43 9.800e-30 112- 
150 


1930 


DM01970 


0 kw ZK632.12 YDR313C ENDOSOMAL 
III. 


DM01970A 8.50 3.700e-09 573- 
579 


1930 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 7.000e-14 394- 
406 PD00066 13.92 2.500e-13 
562-574 PD00066 13.92 3. OOOe- 
13 506-518 PD00066 13.92 
9.000e-13 730-742 PD00066 
13.92 9.500e-13 758-770 
PD00066 13.92 9.571e-12 590- 
602 PD00066 13.92 3.739e-l 1 
646-658 PD00066 13.92 8.826e- 
11 366-378 PD00066 13.92 
3. 400e-09 618-630 PD00066 
13.92 6.700e-09 534-546 


1930 


BL00028 


Zinc fmger, C2H2 type, domain proteins. 


BL00028 16.07 3.348e-12 574- 
590 BL00028 16.07 4.913e-12 
602-618 BL00028 16.07 9.217e- 
12 714-730 BL00028 16.07 
5.500e-ll 742-758 BL00028 
16.07 7.923e-ll 406-422 
BL00028 16.07 9.308e-ll 350- 
366 BL00028 16.07 2.200e-10 
658-674 BL00028 16.07 2. 800e- 
10 546-562 BL00028 16.07 
4.300e-10 518-534 BL00028 
id. v / o. /uue- 1 u 4yu-juo 
BL00028 16.07 1.771e-09 770- 
786 BL00028 16.07 3.571e-09 
630-646 BL00028 16.07 6.143e- 
09 434-450 BL00028 16.07 
8.200e-09 378-394 


1930 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 8.364e-15 739- 
752 PR00048A 10.52 4.706e-12 
711-724 PR00048A 10.52 
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6.294e-12 599-612 PR00048A 
10.52 7.882e-12 403-416 
PR00048A 10.52 6.684e-ll 375- 
388 PR00048A 10.52 8.579e-ll 
767-780 PR00048A 10.52 
1.391e-10 571-584 PR00048A 
10.52 4.130e-10 347-360 
PR00048A 10.52 4.130e-10 655- 
668 PR00048A 10.52 8.043e-10 
515-528 PR00048B 6.02 8.3 13e- 
10 615-624 PR00048A 10.52 
8.826e-10 627-640 PR00048B 
6.02 2.895e-09 503-512 
PR00048B 6.02 2.895e-09 727- 
736 PR00048B 6.02 3.842e-09 
643-652 PR00048B 6.02 4.3 16e- 
09 559-568 PR00048B 6.02 
4.789e-09 531-540 PR00048A 
10.52 8.560e-09 487-500 
PR00048B 6.02 9.526e-09 587- 
596 


1932 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 

■ 


PR00048A 10.52 6.684e-ll 176- 
189 PR00048A 10.52 1.000e-10 
62-75 PR00048A 10.52 l.OOOe- 
10 90-103 PR00048A 10.52 
4.522e-10 146-159 PR00048A 
10.52 1.360e-09 118-131 


1932 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 5.200e-09 109- 
121 


1932 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 2.731e-ll 65-81 
BL00028 16.07 1.900e-10 93-109 
BL00028 16.07 4.600e-10 149- 
165 BL00028 16.07 5.200e-10 
179-195 BL00028 16.07 5.800e- 
10 121-137 BL00028 16.07 
7.686e-09 215-231 


1933 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 6.864e-20 172- 
210 


1933 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.938e-15 622- 
638 BL00028 16.07 2.059e-14 
594-610 BL00028 16.07 6.294e- 
14 426-442 BL00028 16.07 
1.900e-13 510-526 BL00028 
16.07 3.250e-13 734-750 
BL00028 16.07 4.150e-13 454- 
470 BL00028 16.07 5.500e-13 
538-554 BL00028 16.07 9.100e- 
13 566-582 BL00028 16.07 
1.000e-l 1482-498 BL00028 
16.07 3.077e-ll 398-414 
BL00028 16.07 5.154e-ll 650- 
666 BL00028 16.07 5.846e-ll 
678-694 BL00028 16.07 1.600e- 
10 706-722 BL00028 16.07 
5.629e-09 370-386 


1933 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 9.182e-15 619- 
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632 PR00048A 10.52 1.000e-14 
423-436 PR00048A 10.52 
1.000e-14 507-520 PR00048A 
10.52 8.500e-14 479-492 
PR00048A 10.52 6.143e-13 675- 
688 PR00048A 10.52 1.000e-12 
73I-744 PR00048A 10.52 
6.294e-12 591-604 PR00048B 
6.02 1.000e-ll 663-672 
PR00048A 10.52 4.789e- 11 451- 
464 PR00048A 10.52 4.789e-ll 
703-716 PR00048B 6.02 5.154e- 
11 691-700 PR00048B 6.02 
5.846e-ll 467-476 PR00048B 
6.02 7.231e-ll 719-728 
PR00048A 10.52 9.053e-ll 647- 
660 PR00048B 6.02 9.308e-ll 
439-448 PR00048A 10.52 
1.000e-10 535-548 PR00048B 
6.02 2. 125e-10 607-616 
PR00048B 6.02 3.250e-10 551- 
560 PR00048B 6.02 3.250e-10 
747-756 PR00048A 10.52 
6.478e-10 563-576 PR00048B 
6.02 6.625e-10 635-644 
PR00048B 6.02 1.474e-09 411- 
420 PR00048B 6.02 3.368e-09 
495-504 PR00048A 10.52 
3.520e-09 395-408 PR00048A 
10.52 4.600e-09 367-380 
PR00048B 6.02 6.211e-09 523- 
532 PR00048B 6.02 7.158e-09 
579-588 


1933 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 8.200e-16 470- 
482 PD00066 13.92 6.538e-15 
498-510 PD00066 13.92 1.600e- 
14 722-734 PD00066 13.92 
2.800e-14 442-454 PD00066 
13.92 2.800e-14 666-678 
PD00066 13.92 4.600e-14 610- 
622 PD00066 13.92 4.600e-14 
694-706 PD00066 13.92 5.000e- 
13 414-426 PD00066 13.92 
9.500e-13 526-538 PD00066 
13.92 6.870e-ll 582-594 
PD00066 13.92 4.462e-10 638- 
650 PD00066 13.92 5.154e-10 

'i ^9 T7A "DT^non^^ 1 1 QO 7 OOlo 

jjoo /u jruuuuoo ij.yz /.Zoie- 
10 386-398 PD00066 13.92 
7,600e-09 554-566 


1933 


DM01970 


0 kw ZK632.12 YDR313C ENDOSOMAL 
III. 


DM01970A 8.50 7.750e-09 733- 
739 


1936 


BL00038 


Myc-type, 'helix-loop-helix' dimerization 
domain proteins. 


BL00038B 16.97 1.273e-ll 98- 
118 BL00038A 13.61 4.375e-ll 
75-90 


1937 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 2.929e-16 332- 
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348 BL00028 16.07 8.714e-16 
668-684 BL00028 16.07 6.824e- 
14 220-236 BL00028 16.07 
7.353e-14 696-712 BL00028 
16.07 8.941e-14 360-376 
BL00028 16.07 5.500e-13 276- 
292 BL00028 16.07 L391e-12 
192-208 BL00028 16.07 3.348e- 
12 612-628 BL00028 16.07 
4.130e-12 500-516 BL00028 
16.07 4.522e-12 304-320 
BL00028 16.07 8.043e-12 556- 
572 BL00028 16.07 1.000e-ll 
388-404 BL00028 16.07 l.OOOe- 
11 416-432 BL00028 16.07 
4.115e-ll 584-600 BL00028 
16.07 8.269e-ll 752-768 
BL00028 16.07 1.300e-10 724- 
740 BL00028 16.07 1.600e-10 
472-488 BL00028 16.07 3.100e- 
10 248-264 BL00028 16.07 
3. 400e- 10 444-460 BL00028 
16.07 7.300e-10 528-544 
BL00028 16.07 4.857e-09 640- 
656 


1937 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.545e-15 665- 
678 PR00048A 10.52 2.500e-14 
329-342 PR00048A 10.52 
5.500e-14 553-566 PR00048A 
10.52 8.500e-14 217-230 
PR00048A 10.52 9,250e-l4 497- 
510 PR00048A 10.52 2.929e-13 
273-286 PR00048A 10.52 
2.929e-13 301-314 PR00048A 
10.52 4.214e-13 693-706 
PR00048A 10.52 5.500e-13 609- 
622 PR00048A 10.52 5.500e-13 
749-762 PR00048A 10.52 
6.143e-13 413-426 PR00048A 
10.52 4.176e-12 357-370 
PR00048B 6.02 8.000e-12 625- 
634 PR00048A 10.52 5.737e-l 1 
385-398 PR00048A 10.52 
9.526e-ll 189-202 PR00048A 
10.52 9.526e-ll 525-538 
PR00048A 10.52 1.783e-10 721- 
734 PR00048B 6.02 3.250e-10 
289-298 PR00048B 6.02 3.250e- 
10 429-438 PR00048B 6.02 
3. 8 13e- 10 485-494 PR00048A 
10.52 4.522e-10 581-594 
PR00048A 10.52 5.696e-10 469- 
482 PR00048B 6.02 8.3 13e-10 
513-522 PR00048B 6.02 8.313e- 
10 709-718 PR00048B 6.02 
8.313e-10 737-746 PR00048A 
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10.52 9.609e-10 637-650 
PR00048B 6.02 1.000e-09 457- 
466 PR00048B 6.02 2.895e-09 
541-550 PR00048B 6.02 3.842e- 
09 569-578 PR00048B 6.02 
7.158e-09 261-270 PR00048A 
10.52 7.840e-09 245-258 
PR00048B 6.02 9.053e-09 597- 
606 


1937 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDL 


PD00066 13.92 7.231e-15 600- 
612 PD00066 13.92 2.800e-14 
292-304 PD00066 13.92 2.800e- 
14 488-500 PD00066 13.92 
2.800e-14 628-640 PD00066 
13.92 5.200e-14 544-556 
PD00066 13.92 3.000e-13 572- 
584 PD00066 13.92 3.500e-13 
264-276 PD00066 13.92 6.000e- 
13 208-220 PD00066 13.92 
3. 143e-12 740-752 PD00066 
13.92 3.739e-ll 656-668 
PD00066 13.92 5.304e-ll 320- 
332 PD00066 13.92 5.304e-ll 
348-360 PD00066 13.92 5.846e- 
10 684-696 PD00066 13.92 
8. 962e-10 516-528 PD00066 
13.92 2.200e-09 460-472 
pjjuuUoo 13. yz j.4UUe-uy /iz- 
724 PD00066 13.92 8.500e-09 
j /O-joo JrJJUUUOO i j.yz o.juue- 
09 432-444 PD00066 13.92 
i/.^tuue-oy z lO-z^to 


17JO 




ousiii Qomain proteins ^ol.j\ repeat 
proteins. 


294 


1939 


PF00084 


proteins. 


PF00084T3 0 4S Q 100e-09 1^2- 
143 


1941 


BL005 1 8 


Zinc finger, C3HC4 type (RING finger), 
proteins. 


BL00518 12.23 4.667e-09 2086- 
2094 


1941 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 8.806e-09 2263- 
2313 


1942 


BL00632 


Ribosomal protein S4 proteins. 


BL00632 23.79 4.000e-38 87-129 


1942 


BL01280 


Glucose inhibited division protein A family 
proteins. 


BL01280H 19.43 5.545e-l 1 42-88 



^Results include in order: accession number subtype; raw score; p-value; position of signature in amino acid 
sequence. 
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SFO IT) 


IVTnHpl 


Tl c t*i nf i n n 


fT-valne 


Score 


97? 


crlriV^in 

t^xVj LJ XXI 


Globin 

VJ1UU111 


2 9e-45 


162 3 

X XW » 


973 


aT*0~ina QP 

Cll iillldo C 


Avcrinaep familv 

I\.X 1-illlCl Jt' lullllljr 


8 8e-159 


540 9 




Cll glllUOu 


Arcnna«;p familv 

ixi tinicio >»/ laiiiiij' 


5 9e-155 


528 2 

Xw V«/ « Xw 


975 


a vcri na cp 


Arcina^p familv 
Ai guido*-/ iciiiiii_y 


4 5e-167 


568 5 


979 


PTD 

X JUL-/ 


"PVinQnVintvrr»Qinp intpraptinn HomfliTi 

X ll\J j IJllSJ U jfl VJo lilt/ lllLt/l at/ L1VJJL1 VIU111CL111 

(PTB/PID). 


1 2e-102 


354 4 


980 


PTD 


PVioqt^iS ntvrncinp intpraption rlnmain 

1 LlUoUllULjlUolllt ill Ltl CLL/ L1U11 VL V/l 1 Id 111 

rPTB/PID"! 

ii x J-J / j. xx~y j • 


1 2e-102 


354 4 


981 


zf-C4 


Zinc finder G4 tvne f two domains^ 


2 9e-42 


144 8 


983 

LJ w» 


F "x n n 1 1 p 1 p a <? p 


Pxnmiplpasp 


4 9e-21 


83 3 


986 


ank 


Ank repeat 


2.5e-39 


144.1 


987 




7inc fineer C2H2 tvne 

Z-~i LLX\s illlgVl) Vw' ^11^ L V Uv 


2 7e-l 19 

d(W . / W" 11^ 


409 7 


989 

y u y 


Vv L_J 1J 


PTTB domain 

t,«JU \_HJ lllU.111 


2 8e-20 


80 8 

VJ Vj . LJ 


990 


FKBP 

J. J/Si 1 >1 


PTCBP-tvnp "npntiH v1-*nrn1 vl Pi^-tTan < s 

i jlvjujl lyut ut/ij uti y i uiuiyi vio uano 

isomerase 


3e-35 


119 1 
ii^.i 


992 


cpn60 TCP1 


TCP-l/cDn60 chaneronin familv 


7.3e-154 


524.5 


994 


WD40 


WD domain G-beta reoeat 


5 2e-21 


83 2 


995 


LIM bind 


LIM- domain binding protein 


6.3e-287 


966.6 


997 


UCH-2 


TThinnitiri paTbowl-tPTminal 

VJ U1UU11111 vdlUUA VI LwlllllllCll 

hydrolase family 2 


9 8e-26 


98 9 


998 

y o 


TVan<ir)o<;a<ip "7"7 

l. L alio |JU jaou x.j! 


1 1 ■tran<5'no < Nal^1p plpmpnt 

X—l X LI alio L/ Ul5UU X^s t/lt/lllt/lll 


3e-06 


-69 2 


999 

y y y 


"P AD VnnHino" 4 

i n i ^ ljuil 1 1 life " 


PAT* TiinHino' HoTnain 

i ni_/ uiiivj-iug uu xx ici 111 


1 3e-66 

1 . Jv W VJ 


234 7 


1 007 


ro\/h TYN^ A —Vim rim or 
xxxy lj L/iiin uniuiiisi 


lVf\/V\— Ii Vp TiTsJ A -hinrlm cr c\ niTin i n 

1V1 y U ilrLti J_-/ 1 Xi. LJ llltllll ti V-1W111C1111 


6e-1 0 

VJ V 1 V_/ 


40 S 


1008 


proteasome 


Proteasome A-type and B-type 


6.9e-51 


182.5 


1 01 1 


Pino T 


LJlxdJ U-UIllcllIl 


A 7p 1 fx 


uu.o 


1 01 ? 


jt c ny u. ig 


nuii uiiiy iiyu-iu^ciicioC idigc oU.du.iiil, 
P— tprm i n a 1 rltOfnain 

\s It/l 111111C11 VJ.U111CL1 1 1 


^p-1 Sf^ 

DC- 1 JO 


^^1 s 


1 014 

1 U It 


rrm 
1 1 ill 


T? T\T A rpr*n crm iti on mnti "P f a V a P P 1VT 
XvlNrA. ICt/UglllllUH H1\JL11. ^d.l < k..cl. XVlVlvl, 

RRD or RNP domain"! 

IVUiy j v/1 Ivl \1 UU111A1U / 


1 Sp-?0 

1 .JC-Z.V/ 


81 7 

O 1 . / 


1015 

X \J X w' 


TPR 


TPR Domain 

11 IV X—f KJXXXCi-XXX 


1 8e-18 

1 • LJ V 1 (_s 


74 8 


1018 


tubulin 


Tubulin/FtsZ family 


3.1e-280 


944.4 


1 019 




tPlvJA <3"\/ntnptaQpQ place TT fY>) anrl 

N) 


1 1p-169 

1 • 1 C— 1 \JZS 


S77 1 


1022 


a hhvHrola 


alnlia/Kpta Irv/rlrpilaQP fn1H 

CllL-'ilCl/ U/t/LCl liVUlUldOv 1U1U 


4 5e-20 


80 1 

UUt 1 


1025 


zf-C2H2 

<Ul ^ X XXw 


Zinc finder P2H2 tvne 

Z—iXXX\j illlgulj V_y^l 1 -C^ I f l-'^ 


4e-73 


256 3 


1029 


ParBc 

X (XX X--* w 


ParB-1ik"p miplpa^p domain 


0 033 


1 3 


1030 


Pribosvltraii 

X ilUVU YXUUX1 


Pn0ST>boTiboQv1 tran'ifpraep domain 

1 L/11W1 lUwiJ V 1 llttllalvlUOv \~X\J XXXtAXXX 


5 4e-17 


69 9 


1032 


iff 


Tmmnnoo'lobiilin domain 

llllillUllVJ lllU U U1XXX VlV/i-li-CiXXX 


5 3e-08 


30 8 

•J vy • lj 


1033 


nm 

XX XXX 


PMA rppoanition motif fa 1c a PP1VT 

Ivi i -ik 1 1/ VV/glllLltJll XXX\J Ul JL . 1 CI. XV. CI. IVlVlVlj 

RBD, or RNP domain) 


3 8e-41 


150 1 

1 w/ \J . 1 


1034 


zf-C3HC4 

XjI VJll^/T 


Zinc fincrpr P^H^ tvne (RTNG 

Z_(lllt/ illl^CI, VjHt/*T L_yLJv/ l^lVllNVJ 

finger) 


1 1e-1 S 

1.1 V 1 


1 

jj. i 


1035 

x v/ — ' 


Wmm "famil'v R 
vv wiiix x&iiiii_y o 


iruiciiivc iiiciiiu J. due ijiuiciii 




905 9 


1037 


HSP20 


Hsp20/alpha crystallin family 


1.2e-10 


43.2 


1 0^9 


T PP 


Leucine rQcn ivepeai 


1 Q P no 




1040 


LRR 


Leucine Rich Repeat 


L9e-09 


44.8 


1041 

J. V/ I X 


Pihoeomal T ?8p 
iviuuouiiiai i^z.Ob 


P iVvrvcnmcjl T 0R<= r\r ntpin familx/ 
JixiUiiolJlllal LZOC UlUlClll laillliy 


1 4p-65 


9^1 ^ 


1042 


FKBP 


FKBP -type peptidyl-prolyl cis-trans 
isomerase 


1.5e-23 


80.8 


1043 


GST^C 


Glutathione S-transferase, C-terminal 
domain 


1.2e-31 


116.3 


1044 


GSTN 


Glutathione S-transferase, N-terminal 
domain 


L3e-26 


97.2 


1045 


GST_N 


Glutathione S-transferase, N-terminal 
domain 


1.3e-26 


97.2 
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Score 


1047 


adh zinc 


Zinc-binding dehydrogenases 


2.3e-91 


317.0 


1054 


SAICAR synt 


SAICAR synthetase 


6.5e-lll 


381.9 


1061 


zf-C2H2 


Zinc finger, C2H2 type 


4.2e-159 


542.0 


1064 


zf-C2H2 


Zinc finger, C2H2 type 


9.4e-160 


544.1 


1069 


Myosin tail 


Myosin tail 


6.8e-17 


67.8 


1074 


pkinase 


Protein kinase domain 


9.9e-52 


185.3 


1076 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-13 


57.3 


1077 


zf-C2H2 


Zinc finger, C2H2 type 


8.7e-ll 


49.3 


1084 


NUDIX 


MutT-like domain 


0.0018 


23.5 


1089 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-189 


641.8 


1090 


PX 


PX domain 


3.1e-16 


67.4 


1093 


cyclin 


Cyclin, N-terminal domain 


9.7e-46 


165.4 


1095 


Alpp 


Appr-l"-p processing enzyme family 


7.9e-39 


142.4 


1096 


60s ribosomal 


60s Acidic ribosomal protein 

* 


1.6e-34 


112.9 


1103 


C2 


C2 domain 


3.6e-21 


83.8 


1105 


CAP GLY 


CAP-Gly domain 


3.4e-26 


100.4 


1106 


Band 41 


FERM domain (Band 4.1 family) 


1.4e-114 


358.4 


1107 


Band 41 


FERM domain (Band 4. 1 family) 


1.4e-114 


358.4 


1110 


WD40 


WD domain, G-beta repeat 


7.2e-08 


39.6 


1114 


IQ 


IQ calmodulin-binding motif 


0.011 


22.4 


1115 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-76 


267.9 


1116 


Kelch 


Kelch motif 


4.1e-38 


140.0 


1117 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 

CD J 


2.3e-05 


21.7 


1118 


zf-C2H2 


Zinc finger, C2H2 type 


2.4e-29 


110.9 


1119 


Band 7 


SPFH domain / Band 7 family 


2e-30 


114.5 


1122 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-107 


369.4 


1124 


tRNA-synt lc 


tRNA synthetases class I (E and Q) 


1.5e-118 


407.2 


1126 


UCH-2 


Ubiquitin carboxyl- terminal 
hydrolase family 2 


6.9e-21 


82.8 


1128 


PAX 


'Paired box' domain 


1.7e-88 


307.4 


1132 


SH3 


SH3 domain 


0.0025 


14,3 


1136 


DUF71 


Domain of unknown function DUF71 


6.8e-83 


288.8 


1137 


SCP 


SCP-like extracellular nrotein 


2.2e-10 


41.2 


1139 


Ribosomal L44 


Ribosomal protein L44 


7.5e-41 


149.1 


1141 


RCC1 


Regulator of chromosome 
condensation (RCC1) 


4.3e-09 


37.0 


1144 


RUN 


RUN domain 


0.00018 


24.8 


1148 


ank 


Ank repeat 


1 .4e-29 


111.8 


1149 


chromo 


'chromo' (CHRromatin Organization 
Modifier) domain 


1 .7e-24 


88.4 


1153 


CH 


Calponin homology (CH) domain 


2.4e-29 


110.9 


1156 


efhand 


EF hand 


7.4e-20 


79.4 


1159 


DSPc 


Dual specificity phosphatase, 
catalytic domain 


0.00019 


0.9 


1161 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-30 


114.9 


1162 


Clq 


Clq domain 


5.3e-09 


39.0 


1164 


kinesin 


Kinesin motor domain 


6e-115 


395.3 


1165 


C2 


C2 domain 


0.087 


5.3 


1168 


UBX 


UBX domain 


0.013 


15.3 


1169 


KRAB 


KRAB box 


4.5e-32 


120.0 


1172 


zf-C2H2 


Zinc finger, C2H2 type 


8.2e-59 


208.8 


1173 


NUDIX 


MutT-like domain 


0.0078 


16.8 


1174 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-12 


55.6 


1176 


zf-C2H2 


Zinc finger, C2H2 type 


6.6e-07 


36.4 
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|Tl79 


EMP24 GP25L 


emp24/gp25L/p24 family 


0.06 


-40.8 


1180 


RhoGEF 


RhoGEF domain 


9.5e-15 


62.4 


1181 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


0.0012 


16.1 


1184 


actin 


Actin 


2.4e-09 


32.0 


1185 


ig 


Immunoglobulin domain 


L4e-45 


152.0 


1186 


FYVE 


FYVE zinc finger 


1.8e-19 


74.1 


1188 


globin 


Globin 


2.4e-38 


138.2 


1190 


Adenylsucc synt 


Adenylosuccinate synthetase 


0 


1075.1 


1191 


Rhodanese 


Rhodanese-like domain 


3.9e-07 


37.1 


1193 


adh zinc 


Zinc-binding dehydrogenases 


1.4e-77 


271.2 


1202 


F-box 


F-box domain 


1.5e-05 


31.9 


1204 


zf-C2H2 


Zinc finger, C2H2 type 


6.3e-34 


126.1 


1205 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


5.6e-15 


52 8 


1212 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-24 


94.5 


1213 


COX6B 


Cytochrome oxidase c subunit VIb 


1.9e-58 


207.6 


1214 


Sec7 


Sec7 domain 


3e-104 


359.8 


1219 


ZZ 


Zinc finger present in dystrophin, 
CBP/p300 ' 


6.7e-10 


46.3 


1220 


zf-CXXC 


CXXC zinc finger 

2 


1.2e-15 


65.4 


1224 


HMG box 


HMG (high mobility group) box 


6.2e-18 


73.0 


1225 


zf-C2H2 


Zinc finger, C2H2 type 


L4e-75 


264.5 


1226 


Kelch 


Kelch motif 


6.2e-09 


43.1 


1227 


Kelch 


Kelch motif 


8.9e-ll 


49.2 


1228 


DENN 


DENN (AEX-3) domain 


7e-30 


111.1 


1229 


zf-C2H2 


Zinc finger, C2H2 type 

S J l 


2.1e-59 


210.8 


1230 


Nebulinrepeat 


Nebulin repeat 


1.7e-62 


221.0 


1231 


TPR 


TPR Domain 


1.4e-05 


32.0 


1235 


BRCT 


BRCA1 C Terminus (BRCT) domain 


l.le-09 


35.9 


1236 


zf-B box 


B-box zinc finger. 


1 .4e-07 


38.6 


1238 


mito carr 


Mitochondrial carrier protein 


1.9e-74 


260.8 


1239 


Armadillo seg 


Armadillo/be ta-catenin-like repeat 


3.2e-07 


37 4 


1240 


mbt 


mbt repeat 

IT 


1.5e-123 


423.9 


1243 


BTB 


BTB/POZ domain 


1.3e-17 


72.0 


1245 


TmBN 


TruB family pseudouridylate 
synthase (N terminal domain) 


5.8e-45 


162 8 


1247 


zf-C2H2 


Zinc finger, C2H2 type 


2.6e-98 


340.0 


1248 


helicase_C 


Helicase conserved C-terminal 
domain 


1.2e-22 


88.6 - 


1249 


MAGE 


MAGE family 


1.4e-15 


65 2 


1253 


C2 


C2 domain 


1.9e-27 


104 6 


1254 


C2 


C2 domain 


1 .4e-32 


121 7 


1255 


KH- do main 


KH domain 


5.1e-42 


153 0 


1256 


ig 


Immunoglobulin domain 


4.4e-10 


37 5 


1261 


SH2 


SH2 domain 


8e-26 


78 1 

1 Ui 1 


1263 


TPR 


TPR Domain 


4.2e-05 


30.4 


1267 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
finger) 


3.7e-ll 


40.5 


1272 


UBX 


UBX domain 


3.2e-29 


110.5 


1273 


GTF2I 


GTF2I-like repeat 


3.4e-41 


150.3 


1277 


BTB 


BTB/POZ domain 


5.4e-23 


89.8 


1278 


zf-C2H2 


Zinc finger, C2H2 type 


3.8e-59 


209.9 


1282 


PHD 


PHD-finger 


7.3e-14 


59.5 


1285 


UCH-2 


Ubiquitin carboxyl-terminal 


2.2e-18 


74.5 
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hydrolase family 2 






1287 


PP2C 


Protein phosphatase 2C 


3.4e-25 


92.1 


1288 


PP2C 


Protein phosphatase 2C 


1 .9e-24 


89.5 


1294 


BPL_LipA__LipB 


Biotin/lipoate A/B protein ligase 
family 


3.5e-22 


87.1 


1295 


crystall 


Beta/Gamma crystallin 


8.4e-95 


328.4 


1299 


ank 


Ank repeat 


2.8e-42 


153.9 


1301 


fh3 


Fibronectin type III domain 


3.7e-07 


37.2 


1302 


K tetra 


K+ channel tetramerisation domain 


6.2e-09 


43.1 


1307 


zf-MYND 


MYND finger 


2.5e-09 


44.4 


1311 


Ribosomal L24e 


Ribosomal protein L24e 


5.4e-50 


179.5 


1314 


WD40 


WD domain, G-beta repeat 


1.9e-18 


74.7 


1315 


Aldoseepim 


Aldose 1-epimerase 


2.2e-106 


366.8 


1319 


zf-C2H2 


Zinc finger, C2H2 type 


4.1e-92 


319.4 


1324 


Ribosomal S10 


Ribosomal protein S10p/S20e 

_ .. r r 


5.5e-32 


119.7 


1325 


homeobox 


Homeobox domain 


3.5e-58 


206.7 


1327 


ank 


Ank repeat 


1.3e-21 


85.2 


1330 


zf-C2H2 


Zinc finger, C2H2 type 


6.6e-91 


315.4 


1331 


SCAN 


SCAN domain 


1.3e-57 


204.8 


1332 


MyTH4 


MyTH4 domain 


1.4e-19 


78.5 


1333 


LRRCT 


Leucine rich repeat C-terminal 
domain 


5.9e-10 


46.5 


1337 


DnaJ 


DnaJ domain 


1.8e-18 


74.8 


1344 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-71 


251.0 


1349 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-50 


180.8 


1350 


rvp 


Retroviral aspartyl protease 


0.015 


14.2 


1351 


SH3 


SH3 domain 


3.1e-17 


70.7 


1352 


adenylatekinase 


Adenylate kinase 


7.9e-66 


232.1 


1354 


COX6B 


Cvto chrome oxidase c subunit VTb 


1 9e-32 

-A- * ^ . — ' -ta— 


120 7 


1356 

J. <—S 


Ribosomal L37e 


Ribosomal tyrotein L37e 


3 2e-31 


117 1 

X X f • X 


1358 


Trot>onin 


Troponin 


9 2e-35 


128 9 


1360 


Glvco transf 1 0 


Glvcosvltransferase familv 10 
( fuc os vltrans f erased 


2 5e-07 


-22 5 


1361 


zf-C3HC4 


Zinc finger, C3HC4 type (RING 
fineef) 


6.3e-09 


33.2 


1362 


rvt 


Reverse transcriptase (RNA- 
dependent DNA polymerase) 


3.1e-29 


110.6 


1364 


KRAB 


KRAB box 


4e-37 


136.8 


1367 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-126 


433.8 


1370 


bromodomain 


Bromodomain 


1.2e-30 


110.3 


1371 


Peptidase Ml 


Peptidase family Ml 


3.6e-116 


337.0 


1372 


rrm 


RNA recognition motif, (a.k.a. RRM, 
RBD, or RNP domain) 


1.8e-21 


84.8 


1376 


zf-C2H2 


Zinc finger, C2H2 type 


L2e-lll 


384.3 


1380 


Mtap PNP 


Phosphorylase family 2 


2e-159 


543.0 


1386 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-18 


75.0 


1387 


F-box 


F-box domain 


0.00019 


28.2 


1389 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-117 


404.4 


1391 


kinesin 


Kinesin motor domain 


2.7e-79 


276.9 


1394 


Mov34 


Mov34/MPN/PAD- 1 family 


6.2e-28 


106.2 


1395 


T-box 


T-box 


1.8e-128 


440.2 


1397 


zf-C2H2 


Zinc finger, C2H2 type 


9.6e-114 


391.3 


1398 


WD40 


WD domain, G-beta repeat 


9.9e-23 


88.9 


1400 


Dynein heavy 


Dynein heavy chain 


4.5e-233 


787.7 


1401 


Ribosomal Lll 


Ribosomal protein Lll 


6.2e-53 


189.3 
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1403 


PWWP 


PWWP domain 


l.le-10 


49.0 


1404 


zf-C2H2 


Zinc finger, C2H2 type 


le-205 


696.8 


1408 


FYVE 


FYVE zinc finger 


4.7e-28 


104.5 


1415 


FYVE 


FYVE zinc finger 


1.4e-12 


49.6 


1417 


CH 


Calponin homology (CH) domain 


5.7e-16 


66.5 


1418 


PH 


PH domain 


2.3e-21 


81.0 


1419 


PH 


PH domain 


2.3e-21 


81.0 


Fl 420 


pkinase 


Protein kinase domain 


7e-24 


90.0 


1423 


PA28_beta 


Proteasome activator pa28 beta 
subunit 


1.9e-114 


393 6 


1425 


thiored 


Thioredoxin 


0.0096 


13.5 


1427 


K tetra 


K+ channel tetramerisation domain 


2.4e-15 


64 4 

^-f 9 * 9 


1430 


ank 


Ank repeat 


2.4e-63 


223 9 


1431 


HLH 


Helix-loop-helix DNA-binding 
I domain 


2.6e-ll 


51 0 


1434 


zf-C2H2 


Zinc finger, C2H2 type 


8.1e-191 


647.3 


1437 


Ribosomal L29 


Ribosomal L29 protein 

£_ 


1.3e-14 


62.0 


1439 


zf-C2H2 


Zinc finger, C2H2 type 


6e-88 


305.6 


1440 


rrm 


RNA recognition motif, (a.k.a. RRM, 
RBD, or RNP domain) 


0.099 


13.2 


1446 


zf-C2H2 


Zinc finger, C2H2 type 


2e-100 


347.0 


1451 


zf-C2H2 


Zinc finger, C2H2 type 


5.3e-115 


395.5 


1454 


zf-C2H2 


Zinc finger, C2H2 type 


1.7e-157 


536.6 


1455 


zf-C2H2 


Zinc finger, C2H2 type 


1.8e-37 


137.9 


1457 


SCAN 


SCAN domain 


5.6e-61 


216.0 


1458 


pKID 


pKID domain 


4.6e-24 


93 4 


1459 


LRR 


Leucine Rich Repeat 


0.00013 


?8 8 


1460 


zf-CCCH 


Zinc finger C-x8-C-x5-C-x3-H type 
(and similar). 


0.0011 


25 1 


1462 


ABC1 


ABC1 family 


1.3e-41 


151.7 


1463 


Pur_DNA_glyco 


Methylpurine-DNA glycosylase 
(MPG) 


6.5e-118 


405 1 


1464 


PurDNAglyco 


Methylpurine-DNA glycosylase 
(MPG) 


1.7e-120 


413.7 


1465 


Troponin 


Troponin 


2e-19 


78.0 


1466 


CUB 


CUB domain 


5.5e-83 


289.1 


1470 


trypsin 


Trypsin 


2.4e-32 


104.6 


1471 


trypsin 


Trypsin 


6.7e-91 


288.8 


1478 


zf-C2H2 


Zinc finger, C2H2 type 


2.4e-26 


100.9 


1480 


zf-C2H2 


Zinc finger, C2H2 type ! 
— = — . j \ 


1.5e-29 


111.6 


1488 


zf-C2H2 


Zinc finger, C2H2 type 

Sad J -T 


2.5e-23 


90.9 


1489 


Ets 


Ets-domain 


6.9e-36 


131.4 


1493 


TTL 


Tubulin-tyrosine ligase familv 


2.6e-15 


64.3 


1496 


DnaJ 


DnaJ domain 


4.7e-40 


146.5 


1497 


homeobox 


Homeobox domain 


9.5e-22 


85.7 


1501 


homeobox 


Homeobox domain 


1.9e-30 


114.6 


1507 


Kelch 


Kelch motif 


1.7e-43 


157.9 


1508 


homeobox 


Homeobox domain 


1.8e-23 


91.4 


1512 


MIF4G 


MIF4G domain 


1.7e-37 


138.0 


1513 


zf-ANl 


ANl-like Zinc finger 


1.5e-18 


75.1 


1514 


SET 


SET domain 


4.6e-62 


219.6 


1525 


MAGE 


MAGE family 


0.00054 


-70.6 


1526 


FAD binding 6 


Oxidoreductase FAD-binding domain 


3.2e-25 


97.2 


1527 


DENN 


DENN (AEX-3) domain 


3.5e-29 


108.6 


1528 


DENN 


DENN (AEX-3) domain 


3.5e-29 


108.6 
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1530 


rvt 


Reverse transcriptase (RNA- 
dependent DNA polymerase) 


9.7e-08 


33.1 


1531 


myb DNA-binding 


Myb-like DNA -binding domain 


4.3e-21 


79.1 


1532 


zf-C2H2 


Zinc finger, C2H2 type 


5.1e-15 


63.3 


1534 


PH 


PH domain 


1.5e-50 


181.4 


1535 


PH 


PH domain 


9.2e-51 


182.1 


1536 


SH3 

k^x 


SH3 domain 

L_/ X X v_' 1 X XIX XXX 


0 00014 


25 6 


1540 


Ndr 


Ndr familv 

x 1 \xx x lxx x xxx y 


4 5e-103 


355.9 


1541 


Ribosomal L35p 


Ribosomal protein L35 


6e-26 


99.6 


1546 


TPR 

X X i,V 


TPR Domain 

X. X IV X— ' VJXXXbXXXX 


0 0056 


23 3 


1547 


ARID 

x XXX 11/ 


ARID/BRIGHT DNA binding 

X XXX 11/ / UlVlVJll X X_-X X 1 X X L-/ XXX\_XXXX £_ 

domain 

V_* \ — f X. A A A A 


1 3e-42 


154 9 


1548 


Kelch 


Kelch motif 


1 .2e-3 1 


118.5 


1552 


GST N 


Glutathione S-transferase N-terminal 
domain 


2 8e-14 


54 5 


1554 


GTP EFTU D2 


Elongation factor Tu domain 2 


3e-08 


34.6 


1555 


rrm 


RNA recognition motif, fa.k.a. RRM. 

A. ^ 1 1 A A. A. *h AAA *r A ' A A A A A^^r WA A. • \ V* • A k * wr+ « ^ m ^ ■ T -A. • 

RBD, or RNP domain) 


0.063 


15.2 


1556 


pkinase 


Protein kinase domain 


1.9e-35 


131.2 


1557 


pkinase 


Protein kinase domain 


8.9e-39 


142.2 


1559 


5-FTHF cyc-lie 


5-formvltetrahvdrofolate cvclo-liaase 
family 


1.8e-21 


84.7 


1562 


ig 


Immunoglobulin domain 


9.6e-09 


33.2 


1563 


RasGEF 


RasGEF domain 


1.7e-88 


307.4 


1564 


RasGEF 


RasGEF domain 


1.7e-88 


307.4 


1569 


ferritin 

X W llil XX X 


FeTritin 


2 3e-134 


454 1 


1570 


CUB 

V— * v_> x^/ 


C^I JB domain 


3 2e-56 


200 2 


1571 

X m*J 1 X 


Kelch 


Kelch motif 


3 7e-07 


37 2 


1572 


MBD 

lT±X#iy 


IVTefhvl -OnG binding domain 


0 089 


118 

X x • sj 


1573 


ubiauitin 


Ubiauitin familv 


5 8e-16 


62 5 


1576 


zf-C3HC4 


Zinc finser C3HC4 type fRING 
finger) 


4 2e-05 


20 8 

AW V/ • 


1577 


ArfGap 


Putative GTP-ase activating protein 
for Arf 


9.7e-47 


168.7 


1579 


filament 


Intermediate filament protein 


5e-128 


438.7 


1581 


lactamase B 


Metallo-beta-lactamase superfamily 


0.014 


-6.8 


1582 


Keratin B2 


Keratin, high sulfur B2 protein 


1.3e-06 


23.9 


1583 


ParA 


ParA family ATPase 


0.0015 


5.2 


1585 


crystall 


Beta/Gamma crystallin 


3.3e-73 


256.6 


1587 


T-box 


T-box 


1.4e-89 


311.1 


1589 


LRR 


Leucine Rich Repeat 


6.7e-ll 


49.6 


1590 


60s ribosomal 


60s Acidic ribosomal protein 


3.2e-37 


121.5 


1591 


FMO-like 


Flavin-binding monooxygenase-like 


0 


1158.7 


1592 


FMO-like 


Flavin-binding monooxygenase-like 


0 


1158.7 


1594 

X W^ I 


LIM 


LIM domain 

' J A. A. T X XX X A 1U XXX 


6.8e-45 


162 6 

A. V/W • 


1597 

X w' # 


LRR 


Leucine Rich Ret) eat 


0.007 


23 0 


1600 


bromodomain 


Bromodomain 


4.8e-182 


618.2 


1601 


Armadillo seg 


Armadillo/beta-catenin-like repeat 


3.8e-08 


40.5 


1604 


zf-C2H2 


Zinc finger, C2H2 type 


4e-83 


289.6 


1609 


Gelsolin 


Gelsolin repeat. 


8.7e-49 


175.5 


1611 


zf-C2H2 


Zinc finger, C2H2 type 


4.8e-09 


43.5 


1614 


Phytoene_dh 


Phytoene dehydrogenase related 
enzyme 


9e-06 


-236.5 


1615 


zf-CCHC 


Zinc knuckle 


2.4e-18 


74.4 


1619 


zf-ANl 


AN 1 -like Zinc finger 


0.00034 


26.1 
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1620 


zf-ANl 


AN 1 -like Zinc tmger 


U.Uo / 




1622 


kinesin 


Kinesm motor aomain 


0 119 


7 


1623 


"X T TTV A f\ 

WD40 


WD aomain, (jr-beta repeat 




140 A 


1624 


bromo domain 


Bromodomain 


1 9^ \A 
1 ,Zc-H 




1625 


zf-C2H2 


Zmc linger, Czrlz type 


j,Oc-jJ 


1 90 fk 


1626 


TUDOR 


Tudor domain 


i. le-o^f 


99S A 


1627 


*T\TT TT 

PWI 


PWI domain 




1 ^ 1 f\ 


1631 


zf-C2H2 


Zinc finger, C2H2 type 




9 1 O 0 

z i u.y 


1637 


T-box 


T-box 


o.4e-o / 


^09 9 
jUZ.Z 


1640 


homeobox 


Homeobox domain 


o. le-zo 


QQ & 


1645 


homeobox 


Homeobox domain 


1 /I o 'XA 


1 9R ^ 


1646 


Keratin B2 


Keratin, high sulfur Bz protem 


U.UUU4 / 


-1 O.j 


1649 


HMG box 


HMG (high mobility group) box 


4.ze-zu 


RO 9 
6U.Z 


1651 


zf-C2H2 


Zmc ringer, CzHz type 


i . /e-z / 


1 OA R 


1652 


zf-C2H2 


Zmc tmger, CzHz type 


j.jc-IOj 


S^9 1 


■1 

1656 


MAGE 


MAGE tamily 


o. /e-zz 


R£ 9 
oO.Z 


1661 


zf-C2H2 


Zinc finger, C2H2 type 


j.OC-07 


^OQ ^ 


1665 


i i 
homeobox 


Homeobox domain 


1 o 99 

ie-z / 


1 OS s 


1671 


zf-C2H2 


Zinc tmger, CzHz type 


7o 9Q 

o. /e-zy 


1 OQ A 


1674 


PHD 


PHD-fmger 


1.7e-10 


48,3 


1678 


•w x "v T TXT T 

RNase PH 


3 exonbonuclease iamily 


1 la. 

1.3e-/3 


Z04.O 


1680 


zf-C2H2 


Zinc linger, C2H2 type 


1 .ze-oo 


709 Q 


1683 


filament 


Intermediate filament protein 


1 Oa Ad 


i fin o 
10 /.Z 


1684 


homeobox 


Homeobox domain 


/. ie-zo 


QQ 4 

yy .4 


1685 


SPRY 


SPRY domain 




Q9 S 
o / .5 


1688 


HTH 3 


TT 1 * j_ 1 1 " _ . 

Hehx-tum-helix 


O Oa AO 

z.ye-uy 


/t/I 9 
44. Z 


1689 


SET 


SET domain 


/e-o l 


1 C9 C 
1 oZ.o 


1690 


hpocalin 


Lipocalm / cytosolic fatty-acid 
bmdmg protein iamily 


3.2e-lo 


OU.U 


1692 


zf-C2H2 


Zmc finger, C2H2 type 


l.3e-/4 


9^1 1 
Z01.3 


1696 


Ribosomal L18e 


Eukaryotic ribosomal protein LI 8 


3.3e-us 


J.4 


1699 


kinesin 


Kinesin motor domain 


le-30 


114.5 


1700 


zf-C2H2 


Zinc linger, C2H2 type 


4.3e-lo 


oo.y 


1707 


X. TNT TT *V 

DDHD 


DDHD domain 


4.1e-o/ 


Z30.4 


1709 


zf-C2H2 


Zmc finger, C2H2 type 


/.Ze-o3 


ZZZ.3 


1710 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-70 


248.0 


1711 


ERM 


Ezrin/radixin/moesm tamily 


8.5e-219 


740.3 


1712 


ERM 


Ezrin/radixin/moesin family 


8.5e-219 


T /I A Q 

/4U.3 


1713 


ERM 


Ezrin/radixin/moesm family 


8.5e-219 


740.3 


1714 


Ulpl_C 


Ulpl protease family, C-terrninal 
catalytic domain 


5.7e-l4 


59.8 


1715 


zf-C2H2 


Zmc finger, C2H2 type 


2.1e-92 


320.4 


1717 


BTB 


BTB/POZ domain 


6.3e-29 


1 r\A c 

109.5 


1718 


rvt 


Reverse transcriptase (RNA- 
dependent DNA polymerase) 


0.0014 


17.6 


1723 


GCR 


Glucocorticoid receptor 


5.3e-304 


1023.3 


1 /ZJ 




x\sr CIlU.UIiU.L'ICabC ia.iLU.iy i 


2 2e-120 


398 9 


1728 


HLH 


Helix-loop-helix DNA-binding 
domain 


0.0055 


21.9 


1729 


SCAN 


SCAN domain 


5.4e-46 


166.2 


1731 


arginase 


Arginase family 


9.5e-57 


201.9 


1732 


GLFV_dehydrog_N 


Glu/Leu/Phe/Val dehydrogenase, 
dimerisation domain 


2.7e-69 


243.6 


1734 


SH3 


SH3 domain 


2e-12 


54.7 


1737 


wnt 


wnt family 


le-118 


327.4 
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SEQ ID 






E-value 


Score 


1 T3 O 

1738 


writ 


wni iamuy 


9 4e-124 


342.9 


1743 


O-patcn 


vj-paicn QOnialll 


1 7e-12 


54.9 


1 "7 A A 

1744 


Relcn 


is.eicn moui 


1 le-41 


151.9 


1746 


T T)D 


.Leucine ivicn x\.epe<u 


8 2e-29 


109.2 


1759 


6ki ono 


QT^T/QXTn/F) AT fqmilv 
oxVl/ olN \JI Ujt\\s idiiiiiy 


6 7e-56 


199.1 


1762 


LLMz 


XiJLlViZ uomdiii 


1 6e-09 


45.1 


1769 


WH1 


WH1 domain 


0.0017 


11.6 


1770 


OLr 


uiraciomeQin-iiKc aoiiiaiii 




149 0 


1772 


T/- _f _1 

Kelcn 


iveicn morn 




147 1 


1775 


T T)T) 


.Leucine xvicn i\.epeaL 


le-21 


85 6 


1776 


spectrin 


spectrin repeat 


0 037 


13 1 


1777 


JT THTT» _ _ _ 

dU irase 


qu 1 Jrase 


9 7 e -36 


134 0 


1778 


homeobox 


nomeoDox domain 


1 7e-29 


1114 


1790 




jLeucme Kicn xvepeai 


1 2e-09 


45 5 


1792 


rrm 


kin A recognition mour. ^d.K.a. jvtsjyi, 

XsJdU, Or XviN r QOIudlUj 


Q 7p-1 02 


351 4 


1793 


r 1 Y VE 


r i vii zinc linger 


1 Re-19 

X ■ X 


74 1 


1801 


zi-Czriz 


Z/inc linger, L-zriz type 


4 6e-60 


213 0 


1807 


SH3 


onj aomam 


4 6e-l 5 


63 5 


1808 


pkinase 


rTOiein Kinase uomam 


2 6e-75 


263 6 


181 1 


Rhodanese 


Knoaanese-iiKe aomaiii 


2 4e-65 


230 5 


1 O 1 c 

1815 


Zl-UZnZ 


Z/inc linger, ^znz <-yp c 


2 Se-16 


67 7 


1 O 1 o 

1818 


Zt-CZriz 


z<mc linger, L/zriz L yp c 


le-1 1 1 

lu XXX 


384 6 


1821 


DnaJ 


una J uomain 


S 9e-24 


93 0 


1 O 1 o 

1823 


T T f~\ ~ „ „ 

Ui^) con 


UDit^uiiin-conjugciLiiig ciiz,ynic 


3 8e-49 


176 7 


1 O '1 /I 

1824 


~-r in 
Zl-Czriz 


Zrinc nngei, L^znz lype 




385 5 


1 OA 

1830 


ZI-L/ZrlZ 


Zjinc linger, ^znz type 


1 ^e~59 


211 6 


1 O 1 /t 

1834 


C/^ 1 A XT 


Cf AM rlr\main 


5 le-64 


226 1 


1838 


jj jvi- domain 


J_^1V1 UlIlLllllg vHJIIla.111 


3 8e-25 


97 0 


1 OA 

1846 


Uda 


T TRY Hnmn in 
U-D^\. UOITlalll 


7 8e-10 


46 1 


10/10 

1849 


T TlV/r 


LjIIVI UUIllalll 


9 9e-05 


23.0 


1 0 d 

loDZ 


ZT-rS DOX 


13 V\r\Y 7i'iin Tiricrp'r 


6 6e-08 


39.7 


1854 


mito carr 


Mitochondrial carrier protein 


2.9e-64 


226.9 


1 O C 

1856 


Zl-CZrlZ 


Zjinc linger, ^znz iypc 


3 4e-50 


180 2 


1859 


TGT 


Queuine tRNA-ribosyltransferase 


9.7e-19 


75.7 


I860 


Myosin tail 


Myosin tail 


QQ 


349 7 


1861 


LRR 


Leucine Rich Repeat 


1 .2e-09 


45.5 


1863 


trypsin 


r-p» ■ 

Trypsin 


.5. ie-oo 


974 1 

Z /H. 1 


1869 


FH2 


Formin Homology 2 Domain 


1 7o ^9 

i. /e-jz 


1 87 52 


1873 


Josephin 


Josephm 


3.9e-3U 


1 1 J.U 


1874 


GTPEFTU 


Elongation factor Tu GTP binding 
domain 


1 i o 


I'X 7 


1875 


GTP__EFTU 


Elongation tactor luulr binding 
domain 


^.oe- / 1 


94Q S 


1876 


helicase_C 


Helicase conserved C-termmal 
domain 


7 ftp 1 0 


76 0 


1880 


KRAB 


KRAB box 


7.2e-43 


155.8 


1883 


LIM 


LIM domain 


9.9e-50 


178.6 


1885 


zf-C2H2 


Zinc finger, C2H2 type 


9.7e-30 


112.2 


1886 


PH 


PH domain 


7.8e-06 


25.8 


1888 


homeobox 


Homeobox domain 


1.7e-10 


48.3 


1890 


zf-C2H2 


Zinc finger, C2H2 type 


1.4e-118 


407.3 


1891 


KRAB 


KRAB box 


8.5e-05 


20.7 


1892 


MyTH4 


MyTH4 domain 


7.3e-24 


92.7 


1895 


IF4E 


Eukaryotic initiation factor 4E 


1.5e-99 


344.1 
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oJi»V2 11) 


ivlodei 


uesci lpuon 






1 QQQ 

I oyo 


Zl-lw-ZxiZ 


zinc nngei, L^ztiz type 






1 QQQ 


ZI-v^4 


zinc linger, 1^4 type (two aomainsj 


z. i e- i o 


jo.y 


1 Clf\1 


TT"C A T 


xiHAi repeat 


D.oe-i 3 


jO.u 


iy 13 


home o box 


riomeooox aomain 


U.UU3 / 


1 Q Q 


inn 


kinesin 


Jvinesm motor aomain 


z. le-o^f 


997 Zl 
ZZ / .H- 


mi o 

iy l o 




zinc linger, type (two domains j 


•D.oe- 1 o 


9 


1 GO 1 

iyz i 


rnaseH 


kin as e ri 


z.^-e-zu 


77 7 
/ / . / 


1924 


Ribosomal S8 


Ribosomal protein S8 


3.1e-37 


124.7 


1926 


zt-C2Jtiz 


Zinc finger, C2H2 type 


i .ze-oy 


Z44.25 


1927 


lilament 


Intermediate filament protein 


1 Ha. 1 1Q 

i . /e-i iy 


/1 1 n /I 
41U.4 


1 no o 

1928 


ZI-C2H2 


r 71^.^. -TT „ ~ ~, /"^ OTTO ^, _ 

Zinc linger, CzHz type 


z. I e-o / 


797 9 
ZJ / .3 


1 non 
1929 


Zl-Czriz 


Zinc linger, uzriz type 


zr Q ice 

oe-i jj 


^9Q 0 


1 no n 
193U 


Zl-Czriz 


Zinc finger, C2H2 type 


1 1o QC 


33 1 .U 


1932 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-36 


134.3 


1 Q9 "5 

iy33 


ZT-L^ZrlZ 


Amc linger, v^zriz type 


^ ^i=» 119 


AH9 R 


1936 


HLH 


Helix-loop-helix DNA-binding 
domain 


2e-21 


84.6 


1937 


zf-C2H2 


Zinc finger, C2H2 type 


9.4e-160 


544.1 


1938 


CUB 


CUB domain 


1.4e-37 


138.2 


1939 


sushi 


Sushi domain (SCR repeat) 


1.3e-09 


45.4 


1941 


IBR 


IBR domain 


0.0027 


14.2 


1942 


Ribosomal S4 


Ribosomal protein S4/S9 N-terrninal 
domain 


1.2e-26 


101.9 
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ID 


lvioaei 


.Description 


iL-vaiue 


ocore 


rvcpiitll!* 


f Usl HUli 


y /z 


giODin 


VjTlODlIl 


1 Ap» ZL1 


iji.H 


1 
1 


9 19? i 




» 

arginase 


Arginase iamiiy 


1 1 p» 1 


j*+ j .y 


1 
1 


4-900 


974 


arginase 


Arginase family 


l.le-156 


533.9 


1 


4-290 


y id 


• 

argmase 


Arginase iamiiy 


z. je-io / 




i 
1 


A 9RQ 


y /y 




x'nospiiotyrosine interaction 
domain (PTB/PID) 


j.^e-iUD 


aoz.y 


Z 


715 


979 


WW 


WW domain 


2.3e-09 


44.5 


1 


293-321 


980 


PID 


Phosphotyrosine interaction 
domain (PTB/PID) 


3.3e-105 


362.9 


2 


399-537:572- 
694 


980 


WW 


WW domain 


2.3e-09 


44.5 


1 


293-321 


981 


zf-C4 


Zinc finger, C4 type (two 
domains) 


6.3e-39 

i. 


142.8 


1 


9-84 


983 


Exonuclease 


Exonuclease 


2.2e-21 


84.5 


1 


7-149 


986 


ank 


Ankyrin repeat 


2.5e-39 


144.1 


7 


17-51:52- 

84:85- 

117:118- 

150:151- 

183:184- 

216:217-252 


987 


zf-C2H2 


Zinc finger, C2H2 type 


3.2e-119 


409.5 


14 


215-237:243- 

265:271- 

293:299- 

321:327- 

349:355- 

377:383- 

405:411- 

433:439- 

461:467- 

4oy:4bD- 

J 1 / .2>Zd- 

JHO .JJ I - 

S7^*S7Q-601 
j / 3 .j / y-\j\j i 


yo / 




T<TR AT* Hoy 


J.OC-Z / 


1 Uj.U 


— 




987 


zf-BED 


BED zinc finger 


2.3 


-1.6 


i 


284-322 


QR7 




i ranscnpnon ractor o-ii 
(TFIIS) 


7 7 
Z. / 


7 A 




A£7 


yo / 


JL/I1V1 


j-fiivi aomam 


zl 7 
H.Z 


1 7 O 
-1 / ,U 




^07 


987 


PHD 


PHD-fmger 


6 


-17.1 


i 


412-475 


Vo / 


Zi- 1 KAr 


l KAr -type zmc linger 


0.4 






O/C 1 lie 


989 


CUB 


CUB domain 


4.4e-20 


80.1 


i 


7-113 




LCCL 


JLCCL domain 


2.4e-06 


3 1.8 




1 16-207 


989 


F5 F8 type 
C 


F5/8 type C domain 


3.4e-06 


18.2 




278-398 


990 


FKBP 


FKBP-type peptidyl-prolyl 
cis-trans isomeras 


2.9e-28 


107.3 




175-263 


992 


cpn60_TCP 
1 


TCP-l/cpn60 chaperonin 
family 


le-138 


474.2 




30-481 


992 


Methylase 
M 


Type I restriction modification 
system, M 


8.5 


-137.7 




176-358 


994 


WD40 


WD domain, G-beta repeat 


3.7e-31 


116.9 

t 


10 


8-44:51- 

87:93- 

129:137- 

172:187- 

222:228- 

264:279- 
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313:429- 
465:476- 
512:518-554 


995 


LIM bind 


LIM-domain binding protein 


7e-298 


1003.0 




37-41 1 


997 


UCH-2 


Ubiquitin carboxyl-terminal 
hydrolase family 


9.3e-26 


99.0 


1 


1194-1254 


997 


UCH-l 


Ubiquitin carboxyl-terminal 
hydrolases famil 


7.4e-13 


56.2 


1 


422-453 


998 


Transposase 
22 


LI transposable element 


3e-06 


-69.2 


1 


1-228 


998 


Herpes_UL 
14 


Herpesvirus UL14-like protein 


9.7 


-92.7 


1 


26-151 


999 


FAD- 
oxidase C 


FAD linked oxidases, C- 
terminal domain 


1.7e-91 


317.4 


i 


335-576 


999 


FAD brndrn 

g_4 


FAD binding domain 


2.2e-6l 


/-» 1 '"7 y| 

217.4 




1 1 C Oil 

lio-izl 


a f\ r\ r-i 

1007 


1 1 — v ""V T A 

myb_DNA- 
binding 


Myb-like DNA-bmdrng 
domain 


/~\ o „ c\c\ 

9.3e-09 


42.5 




/C7 11/1 

0/-1 14 


1007 


zz 


Zmc finger, ZZ type 


0,021 


17.8 




4-4 / 


-4 r\ g-\ c\ 

1008 


proteasome 


Proteasome A-type and B-type 


2.2e-38 


140.9 




/4-zoy 


1009 


mybJDNA- 
binding 


Myb-like DNA-binding 
domain 


1.3 


10.9 




149-199 


ion 


DnaJ 


DnaJ domain 


le-15 


65.6 




14-109 


1012 


Fe hyd lg 
C 


Iron only hydrogenase large 
subunit, C-te 


6e-156 


531.5 


; 


36-337 


1012 


Fe hyd SS 
U 


Iron hydrogenase small 
subunit 


0.46 


-2.3 


1 


343-398 


1014 


rrm 


RNA recognition motif. 


1.5e-20 


81.7 


1 


36-106 


1015 


TPR 


TPR Domain 


1.9e-18 


74.7 


7 


326-359:399- 

443:478- 

511:623- 

656:657- 

690:691- 

724:725-758 


1015 


sodfe 


Iron/manganese superoxide 
dismutases, alpha- 


5.1 


-36.4 


1 


1 A 1 O 1 "— 7 

143-21 7 


1018 


tubulin 


Tubulin/FtsZ family 


7.3e-281 


946.5 


1 


2-449 


1019 


tRNA- 
synt 2 


tRNA synthetases class II (D, 
K and N) 


3.2e-170 


578.9 


1 


315-637 


1019 


tRNAanti 


OB -fold nucleic acid binding 
domain 


4.1e-12 


53.7 


1 


200-285 


1019 


tRNA- 
synt 2d 


tRNA synthetases class II core 
domain 


0.75 


-141.6 


1 


338-627 


1019 


tRNA- 
synt 2b 


tRNA synthetase class II core 
domain 


3.1 


-50.5 


1 


323-461 


1020 


Armadillo_s 
eg 


Armadillo/beta-catenin-like 
repeat 


0.55 


16.7 


2 


130-170:181- 
220 


1020 


DUF71 


Domain of unknown function 
DUF71 


5.4 


-130.7 


1 


124-295 


1022 


abhydrolase 


alpha/beta hydrolase fold 


4.5e-20 


80.1 


1 


95-338 


1022 


Thioesterase 


Thioesterase domain 


2,5 


-46.0 


1 


69-341 


1025 


zf-C2H2 


Zinc finger, C2H2 type 


4.2e-73 


256.3 


9 


230-252:258- 

280:286- 

308:314- 

336:342- 

364:370- 

392:398- 
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420:426- 
448:454-476 


1 AO < 

IOZj 


iSJ\J\r> 


JSJx/\£J DOX 




91 2 


1 


39-77 


1025 


zf-BED 


BED zinc finger 


1.6 


-0.4 


1 


355-393 


1025 


Bo 


.harry rrotern {no) 


Q 91 




1 
1 


316-403 


1026 


efhand 


EF hand 


0.56 


16.7 


1 


483-511 


1027 


PCI 


PCI domain 


1 1 Q n 

1 . 1 e- 1 3 




1 
1 


oo- l Do 


1028 


PCI 


PCI domain 


a aaa*7 i 
0.009/ 


ZU.O 


1 
1 


1 SO 
oo- lJu 


1028 


DUF66 


Protein of unknown function 
DUF66 


8.8 


-201.6 


1 


1-220 


1029 


ParBc 


ParB-like nuclease domain 


0.033 


7.3 


1 


42-135 


1030 


Pribosyltran 


Phosphoribosyl transferase 
domain 


5.1e-17 


70.0 


1 


1 /0-3JO 


1032 


ig 


Immunoglobulin domain 


7.7e-06 


iz.o 


2 


J /u 


1032 


KRAB 


KRAB box 


/ 


/l A 

-4.0 


i 
1 


529 1 97 

OZ- 1 JL. 1 


1033 


rrm 


RNA recognition motif. 


o.ze-4i 


1 <A A 


J 


1 9^^-94S_ 

1 O t r-ZjO.Z t TJ 

304:305-368 


1033 


Collagen 


Collagen triple helix repeat 
(20 copies) 


o.o 


1 


i 
1 


^9S 


1034 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


4. /e-lo 


DO.O 


i 
1 


1 o-jO 


1034 


■nTTT\ 

PHD 


PHD-imger 


Q 

o 


- 1 0.Z 


i 
1 


1 7 SO 

1 /-J7 


1035 


DUF289 


Putative membrane protein 


1.7e-57 


204.5 


1 


113-372 


1037 


HSP20 


Hsp20/alpha crystallin family 


O O ^ 1 A 

o.ze-iu 


A A 

4u.O 


1 
1 


1 SS 9^1 
Ijj-Zj 1 


1039 


LRR 


Leucine Rich Repeat 


1.7e-09 


45.0 


3 


54-75:76- 

Q7-QR 1 99 


1040 


LRR 


Leucme Rich Repeat 


1 *7^. A A 

1.7e-Uy 


/l C A 

43.0 




04- ID,/ O- 
Q7«QS 199 


1041 


Ribosomal_ 

T 1 O 

L28e 


Ribosomal L28e protein 
family 


1.4e-65 


231.3 


1 


2-171 


1042 


FKBP 


FKBP-type peptidyl-prolyl 
cis-trans iso 


8.3e-21 


82.6 


1 


189-287 


1042 


Lipoprotein 
7 


Adhesin lipoprotein 


0.16 


-96.7 


1 




359-830 


1042 


WH1 


WH1 domain 


0.36 


1 1 i 
-13.3 




£0 171 


1042 


filament 


Intermediate filament protein 


7.3 


-207.1 


1 


572-783 


1042 


Peptidase_S 
21 


A 11*/* i*1 • 1 

Assemblm (Peptidase family 
S21) 


10 


-174.4 




no aho 

zzy-4 /z 


1043 


GSTC 


Glutathione S-transferase, C- 
terminal domain 


l.5e-3l 


1 1 O 1 

1 18.2 




OJ-1 /4 


1043 


GSTJN 


Glutathione S-transferase, N- 
terminal domain 


1.4e-15 


65.2 




4-J7 


1043 


TUDOR 


Tudor domain 


8 


-19.2 


— 


/Z-l o3 


1044 


GST_N 


Glutathione S-transferase, N- 
terminal domain 


8.3e-26 


C\C\ O 

99.2 




4- / / 


1044 


GST_C 


Glutathione S-transferase, C- 
terminal domain 


2.5e-22 


87.6 




o2-l / 1 


1 OAS 


Ct9T "NT 


vjiu. let till UilC o~ti ailolCl cloC, IN 

terminal domain 




99 2 




4-77 


1045 


GST_C 


Glutathione S-transferase, C- 
terminal domain 


9.8e-12 


52.4 




83-174 


1047 


adh zinc 


Zinc-binding dehydrogenase 


l.le-91 


318.0 




14-332 


1047 


GFOJDH_ 
MocA 


Oxidoreductase family, NAD- 
binding Rossm 


9 


-40.2 




156-257 


1054 


SAICAR_sy 
nt 


SAICAR synthetase 


7.3e-lll 


381.7 


1 


9-235 
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1 r\ c a 

1054 


! AIRC 


AIR carboxylase 


i i a. n 1 
z. 1 e- / 1 


250. / 


1 


Z45-4UZ 


1056 


HupF Hyp 

C 


HupF/HypC family 


4 


-30.6 


1 


79-145 


1058 


KE2 


KE2 family protein 


3.6 


-43.3 


1 


89-186 


1059 


P35 


Apoptosis preventing protein 


5.8 


-105.3 


1 


67-376 


1059 


Tropomyosi 
n 


Tropomyosin 


8.7 


-119.9 


1 


319-504 


1059 


Lipase_chap 


Proteobacterial lipase 
chaperone protein 


9.2 


-132.4 


1 


208-490 


1061 


zf-C2H2 


Zinc finger, C2H2 type 


5.5e-159 


541.6 


22 


105-127:133- 

155:161- 

183:189- 

l l • l ^ ™ 

239:245- 
267:273- 
295:301- 
323:329- 
351:357- 
379:385- 
407:413- 
435:441- 
463:469- 
491:497- 
519:553- 
575:581- 
603:609- 
631:637- 
659:665- 
oo / .oyj- 
715:721-743 


1061 


HNH 


HNH endonuclease 


0.39 


11.9 


1 


245-298 


1061 


TFIIS 


Transcription factor S-II 
(TFIIS) 


0.64 


3.0 


1 


220-255 


1061 


zf-BED 


BED zinc finger 


0.99 


1.6 


1 


453-492 


1061 


FYVE 


FYVE zinc finger 


7.9 


-25.2 


1 


545-623 


1061 


DC1 


DC1 domain 


8.8 


1.6 


1 


385-428 


1061 


LIM 


LIM domain 


9.7 


-20.0 


1 


219-287 


1064 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-159 


543.8 


21 


190-212:218- 

240:246- 

268:274- 

296:302- 

324:330- 

352:358- 

380:386- 

408:414- 

436:442- 

464:470- 

492:498- 

520:526- 

548:554- 

576:582- 

604:610- 

632:638- 

660:666- 

688:694- 

716:722- 

744:750-772 
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1064 


FYVE 


FYVE zmc finger 


o <: 

Z.J 


-ZU.J 


— 


J 1 I *tJJ 


1064 


HNH 


HNH endonuclease 


1 K 
J. J 


j. 1 


— 


J JU J OJ 


1064 


TFIIS 


Transcription factor S-II 
(TFIIS) 


A 

4 


O.O 




U J o u / w 


1064 


zf-BED 


BED zinc finger 


o. / 


O.O 


— 


J f 1 -*T\/.7 


1064 


LIM 


LIM domain 




1Q C 




JjZ."j ot 


1065 


HTH 7 


Helix-turn-helix domain of 
resolvase 


7.1 


2.4 


1 


18-60 


1069 


Myosin tail 


Myosin tail 


2.2 


-49 1 .1 


A 




1069 


ERM 


Ezrm/radixin/moesm family 


3.5 


-212. o 




1 OU-'fO 1 


1069 


filament 


Intermediate filament protein 1 


4 


-200.5 




29-305 


1069 


Lipoprotein 
7 


Adhesin lipoprotein 


7.2 


-127.3 




11-454 


1074 


pkinase 


Protein kinase domain 


2e-12 


A A O 

44.2 


i 


1-1 oz 


1076 


zf-C2H2 


Zinc Finger, C2H2 type 


3.4e-13 


57.2 


A 

4 


ZiD-Zjy.Z /j- 


1076 


homeobox 


Homeobox domain 


0.82 


-12.8 


1 


841-909 


1077 


zf-C2H2 


Zmc finger, C2H2 type 


8.8e-l 1 


49.2 


A 

4 


51-IUJ.lUo- 

130:136- 
159:982- 
1004 


1077 


PHD 


PHD-finger 


3.7 


-15.1 


1 


5-89 


1077 


RadlO 


DNA repair protein radio 


8 


-28.5 


1 


360-415 


1084 


NUDIX 


NUDIX domain 


0.0011 


21.7 


1 


19-161 


1087 


UPF0079 


Uncharacterised P-loop 
hydrolase UPF0079 


6.7 


-61.4 


1 


54-150 


1089 


zf-C2H2 


Zinc finger, C2H2 type 


4.1e-189 


641,7 


26 


108-130:136- 

158:164- 

186:192- 

214:220- 

242:248- 

270:276- 

298:304- 

326:332- 

354:360- 

382:388- 

410:416- 

438:444- 

466:472- 

494:500- 

522:528- 

550:556- 

578:584- 

606:612- 

634:640- 

662:668- 

690:o9o- 

718*724- 

746:752- 

774:780- 

801:807-829 


1089 


zfTRAF 


TRAF-type zinc finger 


1.1 


0.7 




438-488 


1089 


PHD 


PHD-finger 


3.3 


-14.6 




249-312 


1089 


zf-BED 


BED zinc finger 


3.9 


-3.8 




792-830 


1089 


zf-MIZ 


MIZ zinc finger 


6 


-19.7 




678-735 


1089 


DM-domain 


DM DNA binding domain 


7.1 


-11.9 




526-576 
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1089 


TFIIS 


Transcription factor S-II 
(TFIIS) 


7.5 


-6.1 


1 


640-678 


1089 


Metallothio 
PEC 


Plant PEC family 
metallothionein 


*7 O 

/.y 


AC\ A 


i 
i 


1 17-1QQ 


1089 


DC1 


DC1 domain 


o 

y 


1 < 
1 .J 


i 
i 




1090 


PX 


PX domain 


3.1e-17 


70.7 


1 


78-187 


1093 


cyclin 


Cyclin, N-terminal domain 


1 O AC 

1.2e-45 


1 £LC 1 


1 


i/io 97S 
1^-o-Z / J 


1093 


cyclin C 


Cyclm, C-terminal domain 


1.7e-18 


74.9 


i 
i 


Z / 


1095 


Alpp 


Appr-l"-p processing enzyme 
family 


l.6e-38 


141.4 


2 


229-347:441- 

JJO 


1095 


WWE 


WWE domain 


3.3e-23 


90.5 


1 


932-1010 


1096 


60s_riboso 
mal 


60s Acidic nbosomal protein 


l.6e-27 


104.9 


1 


on 111 
zU-1 J 1 


1103 


C2 


C2 domain 


3.6e-2l 


83.8 


2 


42-126:173- 
258 


1105 


CAP GLY 


CAP-Gly domain 


8e-26 


99.2 


1 


1 /I O 1 OA 


1106 


Band_4 1 


FERM domain (Band 4. 1 
family) 


2.1e-104 


360.2 


1 


OO TOO 

99-zoo 


1107 


Band_41 


FERM domain (Band 4.1 
family) 


2.1e-104 


360.2 


1 


99-288 


1108 


PHD 


PHD-finger 


2.7 


-13.8 


1 


798-833 


1110 


WD40 


WD domain, G-beta repeat 


L8e-10 


48.2 


4 


93-129:266- 

308:313- 

352:413-449 


1114 


IQ 


IQ calmodulin-binding motif 


0.013 


22.1 


1 


118-138 


1115 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-76 


267.7 


11 


195-217:223- 

245:251- 

273:279- 

301:307- 

329:335- 

357:363- 

A 1 1 ./I 1 Q 

41 o:4iy- 


1115 


KRAB 


KRAB box 


5.2e-23 


89.9 




7-47 


1115 


zf-BED 


BED zinc finger 


1.4 


0.3 




236-274 


1115 


PHD 


PHD-finger 


3.2 


-14.6 




196-259 


1115 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


5.5 


-6.1 




365-396 


1115 


ThiC 


ThiC family 


6.4 


*% A A f~\ 




1 O IOC 

lz-295 


1115 


LIM 


LIM domain 


8.5 


-19.6 


i 


365-424 


1115 


rubredoxin 


Rubredoxin 


9.6 


-11.9 




AAA A O ^7 

444-487 


1116 


Kelch 


Kelch motif 


1.5e-45 


164.8 


6 


262-313:315- 

361:363- 

408:410- 

A C C A r"—l 

455:457- 
509:516-561 


I 1 1 £L 

I I lo 


DTD 


DTD n^(~\ r 7 A nmo 

r> 1 jD/irKjZj aomaitl 






1 


20-1 99 


1117 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


0.0022 


23.3 


1 


277-315 


1118 


zf-C2H2 


Zinc finger, C2H2 type 


2.4e-29 


110.9 


5 


368-390:396- 
418:424- 
446:476- 
498:504-526 


1118 


KRAB 


KRAB box 


4.1e-13 


57.0 


1 


213-254 


1118 


PHD 


PHD-finger 


5.2 


-16.5 


1 


477-512 
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1118 


LIM 


LIM domain 


5.3 


-17.8 


1 


370-424 


1119 


Band 7 


SPFH domain / Band 7 family 


3.2e-38 


140.4 


1 


39-243 


1122 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-107 


369.2 


13 


141-163:169- 
191:197- 
219:225- 
24 1'.loo- 
275:281- 

jjI.jj / - 
7SQ-7^»S- 

JJ7.JUJ- 

387:393- 
41 5*421- 
443:449- 

471*477-499 


1122 


zf-BED 


BED zinc finger 


0.6 


3.5 


2 


154-192:266- 
304 


1122 


PHD 


PHD-fmger 


5.2 


-16.5 


1 


170-233 


1122 


LIM 


LIM domain 


/.D 


1 Q 1 

-iy . i 




1 71 _97S 


1122 


TFIIS 


Transcription factor S-II 
(TFIIS) 


7.6 


-6.1 


1 


253-291 


1124 


tRNA- 
synt lc 


tRNA synthetases class I (E 
and Q) 


7.4e-114 


391.7 


1 


36-521 


1124 


tRNA- 
syntld 


tRNA synthetases class 1 (K) 


A 1 

4.z 


-1DZ.O 


— : 


U J J vJ 


1124 


i "f*fc .*V T A 

tRNA- 
synt If 


tRNA synthetases class 1 (iv) 


A 7 
4. / 


"}^Q 7 

/ 


-j 


77--S1 7 
j / ~> i / 


1 126 


UCH-2 


Ubiquitin carboxyl-terminal 
hydrolase tamiiy 


4.oe-z i 


CO . J 




ou low 


1126 


W2 


eIF4-gamma/eIF5/eIF2- 

_ — 1 M-~l- J"^ M 1 

epsiion 


6.7 


-26.5 


i 


360-440 


1128 


PAX 


'Paired box' domain 


4.4e-89 


309.4 




74-198 


1 129 


t 1 x TIP 

EN1 


JbJN l domain 


Q Ip- 1 7 

y . / e- 1 / 






16-88 


1132 


SH3 


SH3 domain 


0.0021 


16.2 


i 


11-67 


1132 


AAA r mm 

ArsA_ATPa 
se 


Anion-transporting ATPase 


D. 1 


1 SO 0 




JOJ OZ. 1 


1132 


Cdc37 


Cdc37 family 


6.2 


-123.5 


i 


1558-1774 


H32 


T"\T TT^ »"» 

DUF262 


Protein oi unknown tunction 
DUF262 


o.y 


7 




675-871 

UZrJ <J / 1 


H35 


PHD 


PHD-lmger 


K). 1 






81-1^1*279- 
329 


H36 


-i-\T TT7'7 1 

DUF71 


Domain oi unknown runction 
DUr /l 


A Qa R7 


Z50.5 




1 -242 


H37 


SCP 


SCP-like extracellular protein 


4e-08 


-6.3 




1-115 


H38 


Tropomodul 
in 


Tropomodulin 


3.7e-179 


608.6 




30-308 


H39 


Ribosomal_ 
L44 


Ribosomal protem L44 


7.5e-4l 


1 AC\ 1 

149.1 


1 


1 7 

1 /-yD 


H4l 


•M-V H 

RCC1 


Regulator of chromosome 

pond en nation fROCl^ 


0.00096 




Z 


1 Hf\ 09^-71 R 
1 / O-ZZj.j 1 o- 

371 


H44 


RUN 


RUN domain 


0.00018 


24.8 


1 


191-372 


H48 


ank 


Ankyrin repeat 


l.4e-29 


111.7 


5 


503-536:537- 
574:576- 
608:609- 
642:643-677 


H48 


Remorin C 


Remorin, C-terminal region 


4.4 


-40.9 


1 


214-311 


H49 


chromo 


'chromo' 


4e-23 


90.2 


1 


9-49 


H49 


AT hook 


AT hook motif 


0.9 


13.9 


1 


74-86 
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1149 


Arte_nucleo 
cap 


Arterivirus nucleocapsid 
protein 


6.4 


-31.5 


1 


162-270 


1152 


DEAD 


DEAD/DEAH box helicase 


5 


-75.3 


l 


zio-jy i 


1153 


CH 


Calponin homology (CH) 
domain 


2.4e-29 


110.9 


l 


2-108 


1153 


LIM 


LIM domain 


8.5e-05 


22.7 


I 


1 64-222 


1153 


Stathmin 


Stathmin family 


6.6 


-18.2 


l 


650-788 


1156 


efhand 


EF hand 


7e-20 


79.5 


5 


119-147:155- 
183:244- 
272:285- 
3 13:3zl-34y 


1157 


DUF232 


Putative transcriptional 
regulator 


0.9 


-17.6 


l 


92-211 


1157 


K-box 


K-box region 


3.2 


-37.0 


I 


133-206 


1159 


DSPc 


Dual specificity phosphatase, 
catalytic 


0.00019 


0.9 


I 


66-205 


1159 


Y_phosphat 
ase 


Protein-tyrosine phosphatase 


6.7 


-88.7 


l 


o r\ 1 aa 

29-192 


1160 


Keratin B2 


Keratm, high sulfur B2 protein 


3.9 


-77.5 


1 


1 /en. otc 
loU-Z / D 


1161 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-30 


114.8 


5 


356-378:384- 
4Uo:4lz- 

A1A*AAf\ 

462:468-490 


1161 


SCAN 


SCAN domain 


3e-23 


90.7 


— 


1 9Q 


1161 


PHD 


PHD-finger 


2.4 


1 o ^ 
-13.3 


— 


/ion 


1161 


zf-BED 


BED zinc finger 


7.3 


-6.1 




/IOC yl /TO 

4ZD-40-5 


1162 


Clq 


Clq domain 


0.0001 


2.0 


i 


367-506 


1162 


Collagen 


Collagen triple helix repeat 
(20 copies) 


0.048 


-23.2 


1 


29o-35o 


1164 


kinesin 


Kinesin motor domain 


2e-156 


533.1 




72-350 


1164 


Ribosomal_ 
L35p 


Ribosomal protein L35 


6 


-22.0 




847-892 


1165 


C2 


C2 domain 


0.087 


5.3 




368-456 


1166 


spectrin 


Spectrin repeat 


2.2 


-13.2 




144-246 


1166 


Bac_globin 


Protozoan/cyanobacterial 
globin 


7.1 


-58.3 


i 


63-163 


1168 


UBX 


UBX domain 


0.013 


15.3 


1 


390-470 


1169 


KRAB 


KRAB box 


3.3e-25 


97.2 


1 


14-54 


1172 


zf-C2H2 


Zinc finger, C2H2 type 


9.1e-59 


208.7 


8 


158-180:186- 

208:214- 

236:242- 

264:270- 

292:298- 

320:326- 

j54o:3j4-o /o 


1172 


KRAB 


KRAB box 


4e-22 


86.9 


1 


23-63 


1172 


E6 


Early Protein (E6) 


3.3 


-63.9 


1 


2 16-303 


1173 


NUDIX 


NUDIX domain 


0.0038 


16.4 


1 


19-157 


1 1 T A 

11/4 


zi-i^zriz 


Zmc linger, CzriZ type 


1 1 <=» 1 9 




9 


18-40-46-68 


1176 


zf-C2H2 


Zinc finger, C2H2 type 


6.6e-07 


36.4 


3 


109-133:140- 
162:289-311 


1178 


Guanylate_Jk 
in 


Guanylate kinase 


0.58 


-34.1 


1 


246-334 


1179 


EMP24 GP 
25L 


emp24/gp25L/p24 family 


0.06 


-40.8 


1 


1-129 


1180 


RhoGEF 


RhoGEF domain 


6.5e-15 


63.0 


1 


179-358 


1180 


PH 


PH domain 


1.6e-06 


35.1 


1 


392-503 
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1180 


OTTO 

SH3 


OTTO J _ • 

SH3 domain 


^d.oe-Uj 


71 1 
J l . i 


i 




1181 


zf-C3HC4 


Zmc finger, C3HC4 type 
(RING tmger) 


A A1 O 


1 J. 4 


i 
i 


71 S-764 


1184 


actin 


Actin 


\J.jy 


A 

-04. U 


i 
i 


1 1 7-500 

1 1 ~J \J\J 


1185 


ig 


Immunoglobulin domain 


4.2e-47 


169.9 


5 


306-366:521- 

581-1545- 

1605:1742- 

1803-1876- 

1936 


1 1 Q< 
I 1 OJ 


T)Y 

rA 


i -A. aomam 




-14 9 


1 


768-883 


1 1 OO 


r Y Vxi 


r i vxi zmc linger 




75 9 




1168-1232 


1 1 O/C 

1 loo 


T> T TNT 

KUJN 


xcuiN aomam 


0 067 


-S 4 




36-166 


1 loo 


1 ropomyosi 
n 


i ropomyosm 




-85 8 




868-1098 


1 186 


b 1 A 1 


ibiAi protein, aii-aipna 
aomain 


1 S 
1 






978-1 154 


1186 


filament 


Intermediate filament protein 


2.4 


-194.4 


1 


398-711 


1 loo 


K-box 


iv-uox region 


o ^ 

O.J 


/ .z, 




623-718 


1186 


ERM 


Ezrin/radixin/moesin family 


3.6 


-212.7 


1 


377-680 


1 186 


Myosin tail 


Myosin tail 


1 Q 


-J 1 D. J 




71 Q-1 OR t 


1 186 


Remorm C 


Kemonn, u-terminal region 




-HZ. J) 


— j 




H86 


Apolipoprot 

• 

em 


Apolipoprotein A1/A4/E 
family 


5.9 


-113.6 


1 


841-1076 


1 186 


bZlr 


bZ/lr nanscnption ractor 




- / .u 




980-1 034 


H86 


Peptidase__ 

A A A 1 

JVL41 


Peptidase family M41 


9.6 


-175.7 


— 


746-845 


1 1 O "7 

1 187 


Apolipoprot 
ein 


Apolipoprotein j\i/j\Q/n, 
family 


Q 


1 1 7 R 
- 1 1 / .o 




47_?48 

—r / — ^i.*t(j 


1 1 o o 

1 loo 


globin 


vjloDm 




1 AO 1 




14-160 


1 1 AA 

l iyu 


Adenyisucc 
synt 


Adenylosuccinate syninetase 


A 


lv/Jil 




32-455 


i mi 

i iy i 


Knodanese 


KJioaanese-iUve a o mam 


o A7 


17 1 





290-390 


1 i n 1 

i iy l 


T\-« m T "V"V 


unaj central aomam \f+ 
repeats ) 


o A 






409-467 




a ciii zmc 


Zyinc-Dinamg aenyarogenase 








56-387 


1193 


Semialdhyd 
e dh 


Semialdehyde dehydrogenase, 
NAD bindin 


3.8 


-50.3 




196-312 


1194 


MMPL 


MMPL family 


7 


-38.9 


j 


304-397 


1 196 


DUF279 


Eukaryotic protein of 
imiaiown tunction, JJUrz 


ze-4o 


1 /^7 7 
10/./ 




UO- 1 7U 


1202 


F-box 


F-box domain 


l.le-05 


32.3 


1 


671-718 


•X O /"V o 

1202 


i? HPT"» A I"" 1 

zf-TRAF 


TRAF-type zinc finger 


z.o 


-j .4 





67-1 17 


1203 


spectrin 


Spectrin repeat 


z.y 


1 /I £ 
-14.0 




9? IIS 


1204 


zf-C2H2 


Zinc finger, C2H2 type 


6.3e-34 


126.1 


5 


14-36:42- 
64:70- 
94:100- 
122:130-152 


1204 


zf-TRAF 


TRAF-type zinc finger 


5.8 


-7.3 


1 


36-88 


lzUD 


Zl-i^ j riv^H 


z^mc linger, ^jriv^^f type 
(RING finger) 


ZJC-1Z 


J7.J 


1 


34-72 


1206 


MARCKS 


MARCKS family 


3.4 


-88.2 


1 


185-442 


1212 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-24 


94.5 


7 


69-92:230- 

253:287- 

310:359- 

382:486- 

508:519- 

542:618-640 
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1212 


zf-BED 


BED zinc finger 


3.9 


-3.0 


1 


jjD-jOj 


1213 


COX6B 


Cytochrome oxidase c subunit 
VIb 


4.9e-59 


209.5 


1 


o-oj 


1214 


Sec7 


Sec7 domain 




doV.d 


i 
i 




1214 


PH 


PH domain 


9.7e-24 




i 




1218 


PyrI_C 


Aspartate 

carbamoyltransferase 
regulatory ch 


6.5 


-14.3 


1 


65-95 


1219 


ZZ 


Zinc finger, ZZ type 


o. /e-iu 


A£. 1 


i 




1219 


zf-B box 


B-box zinc finger 


2.3 


-3.6 


1 


39-84 


1219 


DC1 


DC1 domain 


o. / 


z.o 


i 
i 




1219 


UBA 


UBA/TS-N domain 


6.9 


12.7 


1 


291-332 


1220 


zf-CXXC 


CXXC zinc finger 1 


1.2e-15 


65.4 


1 


257-303 


1220 


F-box 


F-box domain 


2.2e-08 


41.3 


2 


581-629:738- 
786 


1220 


PHD 


PHD-fmger 


0.01 


8.6 


1 


313-372 


1223 


filament 


Intermediate filament protein 


3.8 


-199.7 


1 


45-272 


1224 


HMGbox 


HMG (high mobility group) 
box 


6e-18 


73.1 


1 


81-149 


1225 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-75 


264.4 


9 


267-289:295- 
317:323- 
345:351- 
373:379- 

A ni . A A7 

401 :4U/- 
429:435- 
457:463- 

/I Q < ./I G 1 ^ 1 "i 


1225 


SCAN 


SCAN domain 


3.5e-41 


150.2 


l 


/I A 1 1 1 

44-1Z1 


1225 


zf-BED 


BED zinc finger 


0.51 


A '*» 

4.2 


1 


A A Q AQ £L 

44o-4oO 


1225 


GATA 


GATA zinc finger 


1.1 


A O 

-4.8 


1 


4oi--)U / 


1226 


Kelch 


Kelch motif 


8.1e-19 


75.9 


3 


-ja 00.0*7 

132:137-182 


1227 


Kelch 


Kelch motif 


7e-21 


82.8 


4 


30-82:88- 

133:138- 

183:188-233 


1228 


DENN 


DENN (AEX-3) domain 


6.7e-82 


285.5 


1 


116-298 


1228 


dDENN 


dDENN domain 


4e-25 


96.9 


1 


351-420 


1228 


uDENN 


uDENN domain 


8.9e-22 


85.8 


1 


1-86 


1228 


GRAM 


GRAM domain 


1.5e-10 


48.5 


1 


o ^ i Af n 

871-957 


1229 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-59 


210.7 


8 


159-181:187- 

209:215- 

237:243- 

265:271- 

293:299- 

321:327- 

349:355-377 


1229 


KRAB 


KRAB box 


l.le-24 


95.5 


1 


8-48 


1229 


GATA 


GATA zinc finger 


2.3 


-7.4 


1 


157-203 


1229 


zf-BED 


BED zmc finger 


/-- r' 

6.5 


C ""7 

-5.7 


Z 


Zoh-jZZ.jW- 

378 


1230 



Nebulin 


Nebulin repeat 


1.7e-62 


221.0 


9 


174-202:209- 

237:245- 

273:315- 

343:354- 

382:389- 

417:425- 

453:493- 
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521:528-555 


12oU 


T TA/f 

l^xlVx 


i^iivi Qornain 


5 9e-05 


24 0 


1 


6-62 


1 TO 1 


TDD 

IrK 


l r re jjoixiain 


1 3e-0S 


32 0 


2 


103-136:224- 
257 


123j 


■did r~r~r 


domain 


^C--V / 


36 8 


2 


2-90:121-209 


1236 


zf-B box 


B-box zinc finger 


1 .4e-07 


38.6 


1 


121-163 


1236 


zf-C3HC4 


Zinc finger, C3HC4 type 
(KliNLj linger) 


0.0022 


23.2 


1 


26-81 


1236 


PHD 


PHD-fmger 


0.28 


-4.8 


1 


25-84 


1236 


zf-MIZ 


MIZ zinc finger 


Q 7 
O. / 




1 
1 


24-87 


1238 


mito_carr 


Mitochondrial carrier protein 


3.7e-74 


259.8 


3 


12-107:108- 
70^-906-299 


1239 


Armadillo_s 

eg 


Armadillo/beta-catenin-like 
repeat 


3.2e-07 


37.4 


5 


461-503:617- 

\J\J jL, . vJ / V/ 

705-706- 
746:747-790 


1239 


VPS9 


Vacuolar sorting protein y 
^vr^oyj Qomai 


7 A 


-3 / .u 


1 

X 


334-428 


1240 


mbt 


mDt repeat 


X .JC _ l^J 


42^ 9 


3 


88-161:196- 
269:300-369 


124U 


oAIVl 


o/vivi QOinain ^oLcriic d.ipiid. 
motif) 


8 Qe-1 1 


49 2 


1 


532-596 


124U 


ZI-L^Zriv^ 


Zjinc linger, LzriL/ type 


2 3e-05 


31 3 


1 


375-407 


1240 


O A TV if *DXTT 


oienie aipna moui 

^0/\lV±J/x UxlllCU. U.UlllalH 


0 43 


-14 4 


1 


510-599 


1241 


TT ORF2 


TT viral ORF2 


1.6 


-88.5 


1 


147-266 


1243 


r> Irs 


& LD/r\J£> CI Oil Id ill 




93 1 


1 


351-460 


1243 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-08 


41.8 


2 


695-717:723- 
745 


1243 


Kjetra 


K+ channel tetramerisation 
domain 


0.75 


-32.6 


1 


363-457 


1243 


FYVE 


FYVE zinc finger 


7.2 


-24.8 


1 


717-787 


1243 


ZZ 


Zinc finger, ZZ type 


7.6 


-3.9 


1 


747-792 


1245 


TruB_N 


TruB family pseudouridylate 
synthase 


5.8e-45 


162.8 


1 


103-255 


1247 


zf-C2H2 


Zinc finger, C2H2 type 


3e-98 


339.8 


12 


151-173:179- 

201:207- 

2zy :2J j- 
9^70^7 

Zj / .ZOj- 
ZOJ ,Z!7 1 - 

313-319- 
341:347- 
369-375- 
397-403- 
425:431- 
453:459-481 


1 7/17 
124 / 


ZI-r>r!/J_J 


xsjcriy zinc imger 


0 71 


2 9 


1 


192-230 


1247 


zf-TRAF 


TRAF-tvpe zinc finger 


7.5 


-8.6 


! 


309-362 


1247 


LIM 


LIM domain 


8.9 


-19.7 




153-217 


1248 


helicase_C 


Helicase conserved C-terminal 
domain 


2.7e-23 


90.8 




154-225 


1249 


MAGE 


MAGE family 


1.4e-15 


65.2 




1-200 


1250 


Collagen 


Collagen triple helix repeat 
(20 copies) 


6.1 


-64.2 




40-99 


1253 


C2 


C2 domain 


1.9e-27 


104.6 




999-1097 


1253 


PDZ 


PDZ domain (Also known as 


9.7e-09 


42.5 




792-879 
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DHR or GLGF) 










1253 


OAR 


OAR domain 


7.8 


2.7 




594-613 


1253 


Tvmo 45kd 
70kd~ 


Tymovirus 45/70Kd protein 


7.9 


-301.5 


1 


590-974 


1254 


C2 


C2 domain 


1.4e-32 


121.7 


1 


999-1088 


1254 


PDZ 


PDZ domain (Also known as 
DHR or GLGF) 


9.7e-09 


42.5 


1 


792-879 


1254 


OAR 


OAR domain 


7.8 


2.7 


1 


594-613 


1254 


Tyrao 45kd 
70kd 


Tymovirus 45/70Kd protein 


7.9 


-301.5 


1 


590-974 


1255 


KH-domain 


KH domain 


5.1e-42 


153.0 


3 


46-92:124- 
173:367-415 


1256 


ig 


Immunoglobulin domain 


6.5e-06 


33.1 


2 


8-93:203-281 


1259 


DUF305 


Domain of unknown function 


6 


-14.5 


1 


1001-1047 


1259 


Myosin tail 


Myosin tail 


7.2 


-542.1 


1 


878-1729 


1259 


filament 


Intermediate filament protein 


9 


-209.5 


1 


1262-1547 


1259 


HR1 


Hrl repeat 


9.9 


-4.9 


1 


183-256 


1261 


SH2 


V 

SH2 domain 


4.7e-20 


80.1 


1 


341-417 


1263 


TPR 


TPR Domain 


4.3e-05 


30.4 


2 


290-323:324- 
357 


1267 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


1.2e-08 


42.1 


1 


164-202 


1268 


UCR_14kD 


Ubiquinol-cytochrome C 
reductase complex 14k 


2.5 


-39.3 


1 


284-382 


1268 


filament 


Intermediate filament protein 


4.7 


-202.2 


1 


378-635 


1268 


Tektin 


Tektin family 


9.6 


-244.7 


1 


412-738 


1272 


UBX 


UBX domain 


3.2e-29 


110.5 


1 


454-534 


1272 


UIM 


Ubiquitin interaction motif 


2.3 


14.3 


1 


331-348 


1273 


GTF2I 


GTF2I-like repeat 


6.3e-40 


146.1 


1 


107-181 


1275 


WD40 


WD domain, G-beta repeat 


0.0042 


23.8 


1 


219-255 


1277 


BTB 


BTB/POZ domain 


9.1e-26 


99.0 


1 


38-142 


1277 


zf-C2H2 


Zinc finger, C2H2 type 


2e-06 


34.8 


2 


411-433:438- 
460 


1Z / O 




*7inr fmcrpr P9H? tvne 


4 le-59 


209.8 


11 


23-45:51- 

73:79- 

101:107- 

130:200- 

222:228- 

250:331- 

352:358- 

381:414- 

436:442- 

464:470-492 


1278 


LIM 


LIM domain 


3.2 


-16.0 


1 


416-470 


1278 


Ribosomal 
L34e 


Ribosomal protein L34e 


5.8 


-36.3 


1 


21-94 


1279 


fh3 


Fibronectin type III domain 


5.9 


-4.5 


1 


231-312 


1282 


PHD 


PHD-fmger 


7.3e-14 


59.5 


2 


205-253:314- 
371 


1282 


DC1 


DC1 domain 


0,45 


12.6 


1 


313-342 


1285 


UCH-2 


Ubiquitin carboxyl-terminal 
hydrolase family 


2e-18 


74.6 


1 


280-341 


1285 


UCH-1 


Ubiquitin carboxyl-terminal 
hydrolases famil 


5.5e-10 


46.6 


1 


80-111 


1287 


PP2C 


Protein phosphatase 2C 


1.6e-16 


68.3 


1 


97-431 


1288 


PP2C 


Protein phosphatase 2C 


1.4e-08 


35.7 


1 


26-346 


1292 


Tymo 45kd 


Tymovirus 45/70Kd protein 


7.5 


-301.0 


1 


92-465 
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70kd 












1294 


BPL_LipA_ 
LipB 


Biotin/hpoate A/B protein 
ligase famil 


2e-zl 


o4.0 


i 


DD-x / O 


1295 


crystall 


Beta/Gamma crystallm 


o.4e-yj 


TOO /( 


Z 


1 01 -970777- 

358 


1297 


DUF257 


Pyrococcus protein of 
unknown function, DUF2 


7.7 


-106.7 


1 


280-457 


1298 


PNPase 


Polyribonucleotide 
nucleotidyltransferase, R 


l.o 


1 O 1 

-18.1 


1 


coo 


1298 


spectrin 


Spectrin repeat 


6.2 


-18.5 


1 


464-554 


1298 


Tektin 


Tektin family 


1 


-241.7 


1 


/I 1 A 

414- /DO 


1298 


K-box 


K-box region 


7.5 


-41.5 


1 


512-589 


1299 


aiik 


Ankyrin repeat 


2.9e-42 


153.8 


5 


tin no. 1 nr\ 

0 /-yy: luu- 

1 n« 1 ii 

1 J5Z. 1 JJ- 

1 - 1 66 
1 Uj . 1 DO- 

198:199-231 


1301 


fh3 


T"i *1 j * > TTT -1 ^ * _ 

Fibronectin type III domain 


3. /e-U/ 


3 / .z 


i 
i 


I^Q AA^ 


1301 


TDH 


Vibrio thermostable direct 
hemolysin 


3.5 


-33.5 


1 


431-593 


1302 


Kjetra 


K+ channel tetramerisation 
domain 


6.2e-09 


43.1 


1 


12-111 


1307 


zf-MYND 


MYND Finger 


3e-09 


44.1 


1 


183-226 


1309 


Syntaxin 


Syntaxin 


4.1 


-15.3 


1 


3 1-Z13 


1311 


Ribosomal_ 
L24e 


Ribosomal protein L24e 


5.4e-50 


179.5 


1 


24-94 


1312 


Somatomedi 
n B 


Somatomedin B domain 


6.4 


-7.8 


1 


430-474 


1314 


WD40 


WD domain, G-beta repeat 


4.5e-21 


83.4 


5 


488-524:536- 
581:655- 
692:698- 
734:743-779 


1315 


Aldose_epi 
m 


Aldose 1-epimerase 


1.3e-140 


480.5 


1 


20-338 


1318 


Collagen 


Collagen triple helix repeat 
(20 copies) 


7.3 


-65.8 


1 


303-361 


1319 


zf-C2H2 


Zinc finger, C2H2 type 


4.8e-92 


319.2 


12 


203-225:231- 

253:259- 

281:287- 

309:315- 

337:343- 

3oj:3 / 1- 

393:399- 

4Z1 .4Z /- 

/I A Q./l 

477:483- 


1319 


KRAB 


KRAB box 


1.3e-26 


101.9 


1 


27-67 


1319 


zf-BED 


BED zinc finger 


0.43 


4.8 


1 


244-282 


1319 


T TAyf 


U.1V1 aomam 


1 s 


-1 1 1 


i 

X 


429-488 


1319 


TFIIS 


Transcription factor S-II 
(TFIIS) 


6.2 


-5.3 


1 


290-325 


1322 


zf-C2H2 


Zinc finger, C2H2 type 


2 


14.8 


1 


25-49 


1324 


Ribosomal 
S10 


Ribosomal protein S10p/S20e 


5e-29 


109.9 


1 


19-96 


1325 


homeobox 


Homeobox domain 


6.4e-60 


212.5 


3 


546-602:808- 

864:1016- 

1072 
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1325 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-15 


63.6 


1 


141-165:198- 

222:430- 

453:621)- 

£/t 1 «7 1 Q 

04z: / iy- 
741:1401- 

1 AO A«1 AA^ 
14Z4. 144 J- 

1469 


1327 


ank 


Ankyrin repeat 


1.2e-21 


85.4 


3 


3 i-oj:o4- 

Q£-Q7 1 9Q 

yo.y /-izy 


1327 


SAM 


SAM domain (Sterile alpha 
motif) 


0.002 


24.8 


1 


341-403 


1329 


bZIP 


bZIP transcription factor 


1.2 


2.1 




82-144 


1329 


Tropomyosi 
n 


Tropomyosin 


3.1 


-112.0 




72-316 


1329 


Transposase 
8 


Transposase 


5.5 


-15.9 




181-259 


1329 


filament 


Intermediate filament protein 


8.6 


-209.0 




53-301 


1330 


zf-C2H2 


Zinc finger, C2H2 type 


7.1e-91 


315.3 


13 

. 


263-285:291- 

313:319- 

341:347- 

369:375- 

397:403- 

425:431- 

453:459- 

A O 1 /107 

481:48 /- 
jUv:j i d- 

59^-627-647 


1330 


KRAB 


KRAB box 


1 1 a 97 


1 U4.J 


i 

i ' 


R-48 


1330 


TFIIS 


Transcription factor S-ll 
(TFIIS) 


A 1 
4.Z 


a n 


i 
i 


4^1-469 


1330 


LIM 


LIM domain 


A A 

4.0 


-1 /.:> 


i 
i 




1330 


zf-MYND 


MYND finger 


8.4 


-12.1 


1 


405-453 


1331 


SCAN 


SCAN domain 


l.3e-57 


>~%r\A o 

zU4.o 


1 


^ 1 19^ 


1331 


KRAB 


KRAB box 


0.038 


12. 0 


1 


91 ft 9^1 
Z 1 o-ZJ 1 


1332 


MyTH4 


MyTH4 domain 


1.4e-19 


/o.3 


l 


7£Q RR7 


1332 


RhoGAP 


RhoGAP domain 


7.3e-19 


/o.l 


1 


Q 1 7 1 C\£\A 

y i / - 1 yjoH 


1332 


WW 


WW domain 


0.00061 


26.5 


2 


26-56:65-95 


1333 


EPTP 


EPTP domain 


1.5e-50 


181.4 


<-> 

2 


ZU40JJ.JOO- 

518 


1333 


LRRCT 


Leucine rich repeat C-terminal 
domain 


4.8e-10 


46.8 


l 


14 /-iyo 


1333 


LRR 


Leucine Rich Repeat 


9.4e-06 


32.5 


2 


oo-y i :vz- lio 


1334 


SART-1 


SART-1 family 


6.4 


-358.3 


I 


42-710 


1337 


DnaJ 


DnaJ domain 


3.4e-18 


73.9 


l 


11-82 


1338 


dsrm 


Double-stranded RNA binding 
motif 


8.8 


-9.3 


I 


30-103 


1339 


Ubiernethy 
ltran 


ubiE/COv<p metnyitransierase 
family 


U.Z 1 


1 AA f\ 
- 144.0 


i 
i 


24-200 


1339 


CheR 


CheR methyltransferase, SAM 
binding d 


7.8 


-114.0 


1 


40-163 


1344 


zf-C2H2 


Zinc finger, C2H2 type 


1.8e-71 


250.9 


9 


144-166:172- 

194:200- 

222:228- 

250:256- 

278:284- 
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306:312- 
334:340- 
362:368-390 


1344 


FYVE 


FYVE zinc finger 


2.6 


-20.5 


1 


306-379 


1344 


zf-BED 


BED zinc finger 


3.1 


-2.8 


2 


245-279:325- 

joi 


1344 


zf-UBRl 


Putative zmc finger m N- 
recognin 


3.6 


-20.4 


1 




1349 


zf-C2H2 


Zmc finger, C2H2 type 


2.ie-5U 


1 OA O 


H 
I 


oci 977-970 
Zj 1-Z / J.Z / y- 

701 -^07- 

357:363- 
385*391- 
413:419-441 


1349 


KRAB 


KRAB box 


6.4e-24 


92.9 


1 


48-88 


1 1 A A 


zi-t^LJtiO 


Ziinc KnucKie 




6 ^ 

U.J 




251-268 

M«y X V/ Vto/ 


1349 


zf-BED 


BED zinc finger 


2 


-1.2 




376-414 


1350 


rvp 


Retrovrral aspartyl protease 


u.u 1Z 


-u.o 




1 26-246 


1351 


OTT1 

SH3 


OTTO J^-^-i^-It-i 

brl3 domain 


o./c-lo 


79 ^ 
/Z.J 


— j 




1351 


DAGPE- 
bind 


Phorbol esters/diacylglycerol 
binding dom 


8.7e-05 


27.4 


1 


103-153 


1351 


DC1 


DC1 domain 


0.66 


11.2 


1 


114-145 


1352 


adenylatekm 
ase 


Adenylate kinase 


/.le-Jo 


13Z.O 




0*+-Z 1 1 


1352 


Thymidylate 
kin 


Thymidylate krnase 




CA O 




99R 


1352 


T-n'rp 

IPT 


Isopentenyl transrerase 


/I Q 

4.5 


1 ^7 ^ 
-1 J /.Z> 


— j 


4.Q_946 


1352 


AAA 

AAA 


AlPase iamily associated witn 
various 


o.o 




— j 


S 1 9S^ 


1354 


COX6B 


Cytochrome oxidase c subunit 

VlD 


le-32 


122.1 


1 


10-87 


1356 


Ribosomal_ 

T 1 Ha. 

JLo /e 


Ribosomal protein L37e 


3.2e-31 


117.1 




2-55 


1358 


Troponin 


Troponin 


3.2e-37 


137.1 


1 


133-275 


1359 


spectrin 


opectrin repeat 


i 
i 


Q 4 




1 76-245 


1 1 CA 

1359 


tuament 


intermeaiate iuament proiein 




90^ R 


- 


4-246 

1 Z- i vJ 


1359 


b/»li J Mat 


DZ/lr iviai transcription iactoi 


7 

/ 


7R 0 





1 55-262 


1 1 ZT A 

1360 


Glyco_trans 

r in 
I 1U 


Lrlycosyltransierase ramiiy iu 


Z.JC-U / 


99 S 




70-455 


liol 


Zi-Lorl<^4 


zinc linger, type 
^xviiNvjr ringer^ 


1 .7C-UU 






228-265 


1361 


LON 


ATP-dependent protease La 
^iajin j uomain 


1.3e-05 


26.8 




309-514 


1361 


OAR 


OAR domain 


3.4 


5.1 




100-119 


1361 


T>T\T> 

1PK 


lfK JJomarn 


i . d 


7 4 




44-77 


1 O /TO 

1362 


rvt 


Reverse transcriptase 


/c-jU 


119 7 
1 1Z. / 


— j 




910-702 


1362 


rnaseH 


KJNase ti 


z.oe-zu 


oU.o 




U'tVJ- / oo 


1362 


rvp 


Retroviral aspartyl protease 


7.1e-18 


72.8 


1 


39-136 


1 7A9 
1 jOZ 




Zjlli^ ivllUL-iVlC 


0 014 


19 6 




24-41 


1363 


DUF232 


Putative transcriptional 
regulator 


1.8 


-21.3 




493-622 


1363 


Borrelia orf 
A 


Borrelia ORF-A 


2.3 


-85.6 




340-636 


1363 


filament 


Intermediate filament protein 


3.7 


-199.4 




359-681 


1363 


Mlp 


Mlp lipoprotein family 


3.9 


-31.5 




456-679 


1363 


PFEMP 


Plasmodium falciparum 
erythrocyte mem 


4.4 


-83.2 




141-255 
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1363 


PhejRNA- 
synt N 


Aminoacyl tRNA synthetase 
class II, N 


7.3 


-24.8 


1 


53-116 


1364 


KRAB 


KRAB box 


l.le-26 


102.1 


1 


27-67 


1366 


Tymo 45kd 
70kd 


Tymovirus 45/70Kd protein 


3.1 


-290.1 


1 


149-526 


1367 


zf-C2H2 


Zinc finger, C2H2 type 


1.7e-126 


433.6 


17 


349-371:377- 

399:405- 

427:433- 

455:461- 

483:489- 

511:517- 

539:545- 

566:572- 

594:600- 

622:628- 

650:656- 

678:684- 

706:712- 

734:740- 

762:768- 

790:796-818 


1367 


KRAB 


KRAB box 


2.3e-21 


f~\ A A 

84.4 






1367 


zf-BED 


BED zinc finger 


1.7 


-0.6 


1 


669-707 


1367 


LIM 


LIM domain 


4.1 


-16.8 


1 


407-459 


1370 


bromodomai 
n 


Bromodomain 


3.2e-29 


110.5 


1 


107-193 


1370 


Tymo_45kd 
70kd 


Tymovirus 45/7 OKd protein 


9.9 


-304.3 


1 


346-685 


1371 


Peptidase 
Ml 


Peptidase iamily Ml 


7.9e-100 


345.1 




40-425 


1371 


Sigma70 E 
CF 


Sigma-70 factor (ECF 
subfamily) 


1.1 


-8.4 




430-470 


1372 


rrm 


RNA recognition motif. 


1.7e-21 


84.8 




354-425 


1374 


Tymo 45kd 
70kd 


Tymovirus 45/70Kd protein 


5.3 


-296.7 




38-427 


1375 


filament 


Intermediate filament protein 


0.86 


-183.1 




41-302 


1375 


Tektin 


Tektin family 


4.8 


-238.0 




9-305 


1376 


zf-C2H2 


Zinc finger, C2H2 type 


1.4e-lll 


384.1 


13 


138-160:166- 

188:194- 

216:222- 

244:250- 

272:278- 

300:306- 

328:334- 

356:362- 

384:390- 

412:418- 

440:446- 

AtiQ.AH A /IDA 


1376 


zf-BED 


BED zinc finger 


1.5 


0.1 


1 


459-497 


1376 


TFIIS 


Transcription factor S-II 
(TFIIS) 


3.4 


-3.2 


1 


309-344 


1376 


PHD 


PHD-fmger 


4.5 


-15.9 


1 


195-258 


1376 


LIM 


LIM domain 


4.9 


-17.5 


1 


364-428 


1377 


HMGJdox 


HMG (high mobility group) 
box 


2.8e-06 


34.3 


1 


42-110 


1377 


zf- 


Topoisomerase DNA binding 


5.9 


-4.0 


1 


639-664 
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C4_Topoiso 
m 


C4 zinc fmg 










1377 


Tymo 45kd 
70kd 


Tymovirus 45/70Kd protein 


7.1 


-300.3 


1 


268-669 


1380 


Mtap PNP 


Phosphorylase family 2 


2e-159 


543.0 


1 


9-286 


1386 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-18 


75.0 


12 


169-195:212- 

241:253- 

277:315- 

337:362- 

386:498- 

521:531- 

c c a tzr\H 

554:606- 

£.1 1 . £11 A 

od 1 .o3o- 
659:667- 
689:753- 
776:789-812 


1386 


PHD 


PHD-finger 


3.7 


-15.2 


1 


607-644 


1386 


UIM 


Ubiquitin interaction motif 


7.5 


10.8 


1 


1044-1061 


1386 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


9.5 


-8.2 


1 


608-641 


1387 


F-box 


F-box domain 


0.00022 


28.0 


1 


59-106 


1389 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-116 


401.1 


16 


92-114:120- 

142:148- 

170:176- 

198:204- 

226:232- 

254:260- 

282:288- 

310:316- 

n n f» O A A 

338:344- 
366:372- 
394:400- 
422:428- 
450:456- 

Ano.crsA 
4/o:jU4- 


1389 


LIM 


LIM domain 


l .j 


1 i i 


i 
i 




1389 


zf-BED 


BED zinc finger 


4.6 


-4.4 


1 


189-227 


1389 


TFIIS 


Transcription factor S-II 
(TFIIS) 


4.9 


-4.5 


1 


232-270 


1390 


MMTV_SA 
g 


Mouse mammary tumor virus 
superantigen 


8.2 


-118.1 


1 


119-388 


1391 


kinesin 


Kinesin motor domain 


1.4e-82 


287.8 


1 


1-238 


1394 


Mov34 


Mov34/MPN/PAD-l family 


6.2e-28 


106.2 


1 


50-162 


1395 


T-box 


T-box 


4.7e-128 


438.8 


1 


114-305 


1397 


zf-C2H2 

• 


Zinc finger, C2H2 type 


1.2e-113 


391.0 


15 


48-70:197- 

219:225- 

247:253- 

275:281- 

303:309- 

331:337- 

359:365- 

387:393- 

415:421- 

443:449- 

471:477- 

499:505- 



WO 03/029271 



PCT/US02/30474 



455 
Table 4B 















527:533- 

err r/"l r Ol 

555:561-583 


1397 


zf-MIZ 


MIZ zinc finger 


3.5 


-17.8 


1 


238-292 


1397 


LIM 


LIM domain 


5.1 


-17.7 


1 


311-365 


1397 


TFIIS 


Transcription factor S-II 
(TFIIS) 


5.6 


-5.0 


1 


424-459 


1397 


zf-BED 


BED zinc finger 


8 


-6.5 


2 


462-500:508- 
556 


1397 


PHD 


PHD-finger 


9 


-18.7 


1 


310-373 


1397 


DM-domain 


DM DNA binding domain 


9.3 


-13.0 


1 


503-551 


1398 


WD40 


WD domain, G-beta repeat 


1.6e-27 


104.8 


7 


188-224:231- 

269:278- 

315:326- 

363:382- 

418:429- 

466:473-509 


1400 


Dynein_hea 
vy 


Dynein heavy chain 


9.5e-237 


799.9 


1 


442-1141 


1400 


VHS 


VHS domain 


8.3 


-54.3 


1 


535-656 


1401 


Ribosomal_ 
Lll 


Ribosomal protein Lll 


1.7e-53 


191.2 


1 


13-134 


1403 


PWWP 


PWWP domain 


3.1e-10 


47.4 


1 


352-428 


1404 


zf-C2H2 


Zinc finger, C2H2 type 


1.2e-205 


696.5 


27 


126-148:154- 

176:182- 

204:210- 

232:238- 

260:266- 

288:294- 

316:322- 

344:350- 

372:378- 

400:406- 

428:434- 

456:462- 

484:490- 

512:518- 

540:546- 

568:574- 

596:602- 

624:630- 

652:658- 

680:686- 

708:714- 

736:742- 

764:770- 

792:798- 

820:826- 

848:854-876 


1404 


GATA 


GATA zinc finger 


0.9 


-4.3 


1 


4oo-j34 


1404 


zf-UBRl 


Putative zinc finger in N- 
recognin 


1.4 


-16.4 


1 


589-651 


1404 


zf-MIZ 


MIZ zinc finger 


2.8 


-17.1 


1 


643-697 


1404 


PHD 


PHD-finger 


3.7 


-15.1 


1 


155-190 


1404 


LIM 


LIM domain 


4.4 


-17.2 


1 


408-472 


1404 


DnaJ CXX 
CXGXG 


DnaJ central domain (4 
repeats) 


7.9 


-49.7 


1 


440-503 


1408 


FYVE 


FYVE zinc finger 


1.5e-28 


108.3 


2 


150-217:267- 
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j j j 


1408 


zf-ANl 


AN 1 -like Zmc finger 


U.OO 


A 7 


— 




1411 


K-box 


K-box region 


A A 

4.4 








1415 


FYVE 


FYVE zmc finger 


o.Ze-lz 


<0 7 


-j 




1416 


BAD 


Bacterial transcriptional 
activator domam 


1.4 


-69.0 


i 


678-793 


1416 


Gag p24 


gag gene protein p24 


3.3 


-78.4 


i 


613-810 


1417 


CH 


Calpomn homology (CH) 
domain 


5.7e-lo 


OO.J 


— 


?OJ-1u / W 


1418 


PH 


PH domam 


5.3e-21 


oj.z 


_j 


6 117 
O- 11/ 


1419 


PH 


PH domain 


5.3e-21 






6 117 

O- 11/ 


1420 


pkinase 


Protein kinase domain 


1.9e-14 


61.4 


i 


116-508 


1423 


PA28J>eta 


Proteasome activator pa28 
beta subunit 


5.2e-ll7 


402.1 




1 

1UD-Z34 


1423 


PA28_alpha 


Proteasome activator pa28 
alpha subunit 


l.8e-43 


157.8 




7-70 


1424 


PAE 


Pectinacetylesterase 


0.0051 


-196.0 




1-280 


1425 


NDK 


Nucleoside diphosphate kinase 


2.8e-08 


-9.8 




157-312 


1425 


thiored 


Thioredoxin 


0.005 1 


-7.1 




9-114 


1427 


Kjetra 


K+ channel tetramerisation 
domain 


2.4e-l5 


64.4 


1 


26-133 


1430 


ank 


Ankyrin repeat 


2.3e-63 


224.0 


8 


11-44:45- 
77:78- 

110:111- 
143:144- 
176:177- 
209:210- 
240:242-274 


1431 


HLH 


Helix-loop-helix DNA- 
binding domain 


3.5e-ll 


50.6 


1 


113-165 


1434 


zf-C2H2 


Zinc finger, C2H2 type 


le-190 


647.0 


24 


276-298:304- 

326:332- 

354:360- 

382:388- 

410:416- 

438:444- 

466:472- 

494:500- 

522:528- 

550:556- 

578:584- 

606:612- 

634:640- 

662:668- 

690:696- 

718:724- 

746:752- 

774:780- 

802-808- 

k_J V » \_l V/ 

830:836- 
858:864- 
886:892- 
914:920-942 


1434 


KRAB 


KRAB box 


6.5e-25 


96.2 


1 


81-121 


1434 


TFIIS 


Transcription factor S-II 
(TFIIS) 


0.96 


1.5 


1 


500-538 


1434 


! S mold rep 


Dictyostelium (slime mold) 


l 


12.8 


3 


307-330:531- 
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eat 


repeat 








554:923-946 


1434 


LIM 


LIM domain 


2.8 


-15.4 


1 


558-622 


1434 


E6 


Early Protein (E6) 


4.3 


-65.3 


1 


642-729 


1434 


ZZ 


Zinc finger, ZZ type 


7.7 


-4.0 


1 


804-851 


1435 


Collagen 


Collagen triple helix repeat 
(20 copies) 


7.2 


-65.6 


1 


392-450 


1437 


Ribosomal 
L29 


Ribosomal L29 protein 


1.3e-14 


62.0 


1 


6-69 


1439 


zf-C2H2 


Zinc finger, C2H2 type 


6.9e-88 


305.4 


11 


170-192:198- 

220:226- 

248:254- 

276:282- 

304:310- 

332:338- 

360:366- 

388:394- 

41o:4zz- 

A A A >A S.f\ A 11 

444:4 J U-4 /Z 


1439 


KRAB 


KRAB box 


5.6e-25 


96.4 


1 


6-46 


1439 


TFIIS 


Transcription factor S-II 
(TFIIS) 


5.8 


-5.1 


1 


397-432 


1439 


zf-UBRl 


Putative zinc finger in N- 
recognin 


6 


-22.6 


1 


173-241 


1439 


LIM 


LIM domain 


9.2 


-19.8 


1 


368-432 


1440 


rrm 


RNA recognition motif. 


0.087 


13.2 


1 


17-91 


1444 


Paxillin 


Paxillin family 


5.9 


-Hl.7 


1 


612-799 


1446 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-100 


346.9 


14 


27-49:55- 

77:83- 

105:111- 

130:136- 

158:164- 

186:192- 

214:220- 

242:248- 

270:276- 

298:304- 

7o/r.7n 

326:332- 
J54:3oU- 

JOZ.JOO-'f 1U 


1446 


FYVE 


FYVE zinc finger 


1.2 


-17.3 




OQO ill 


1446 


LIM 


LIM domain 


2.2 


-14.6 




166-230 


1446 


Yippee 


Yippee putative zinc-binding 
protein 


2.8 


-64.6 


1 


126-188 


1446 


zf-BED 


BED zinc finger 


3.5 


-3.3 




293-327 


1446 


PHD 


PHD-fmger 


4.8 


-16.1 




137-200 


1447 


K-box 


K-box region 


0.24 


-23.3 




64-154 


1448 


K-box 


K-box region 


0.24 


-23.3 




64-154 


1450 


spidertoxin 


Spider toxin 


4.4 


-5.1 




243-275 


1451 


zf-C2H2 


Zinc finger, C2H2 type 


7e-ll5 


395.1 


16 


156-178:184- 

206:212- 

234:240- 

262:268- 

290:296- 

318:324- 

346:352- 

374:380- 

402:408- 
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430*436- 
458-464- 
486:492- 
514:520- 
542:548- 
570:576-598 


1451 


TFIIS 


Transcription factor S-II 
(TFIIS) 


2.4 


-1.9 


1 


324-362 


1451 


LIM 


LIM domain 


6.6 


-18.6 


1 


242-306 


1451 


zf-TRAF 


TRAF-type zinc finger 


7.2 


-8.3 


1 


262-311 


1454 


zfC2H2 


Zinc finger, C2H2 type 


1.9e-157 


536.4 


19 


139-161:167- 

189:195- 

217:223- 

245:251- 

273:279- 

301:307- 

329:335- 

357:363- 

385:391- 

AA \ •AA1- 

*T*T 1 .*T*T / 

469*475- 
497-503- 
525:531- 
553:559- 
581:587- 
609:615- 
637*643-665 


1454 


KRAB 


KRAB box 


i in 


1 OS 9 


i 


6-46 


1454 


LIM 


LIM domain 


9 9 
z.z 




i 


337-401 


1454 


zf-BED 


BED zinc finger 


3.4 


-3.2 


1 


432-470 


1455 


zf-C2H2 


Zinc finger, C2H2 type 


1 .oe-3 / 


1 "i7 o 


O 


107-113- 

XV// • X X ~J 

136:283- 
305:311- 
333:398-420 


1455 


GATA 


GATA zinc finger 


3.1 


-8.4 


1 


281-327 


1455 


PHD 


PHD-fmger 


j.j 




1 
1 


J 7 7 T^J^ 


1455 


zf-C3HC4 


Zmc finger, C3HC4 type 
(RING finger) 


j.j 


-o.u 


1 
l 


285-316 


1457 


SCAN 


SCAN domain 


je-oi 




1 
l 


26-121 


1457 


zf-C2H2 


Zmc finger, C2H2 type 


o.oe-4y 


1 7^ Q 


u 


692-714-720- 

742:748- 

770:776- 

798*804- 

826:832-854 


1457 


zf-BED 


BED zmc fmger 


1 i 




1 

1 


705-743 


1457 


TFIIS 


on , • _c , _ _ o tt 

Transcription factor S-ll 
(TFIIS) 


J.Z 


O Q 

-z.y 


1 

1 


751-786 


1458 


pKID 


pKID domain 


4.6e-24 


93.4 


1 


51-92 


1459 


LRR 


Leucine Rich Repeat 


0.0001 


29.1 


4 


87-110:145- 

172:173- 

196:201-224 


1460 


zf-CCCH 


Zinc finger C-x8-C-x5-C-x3- 
H type 


0.0011 


25.7 


1 


295-321 


1462 


ABC1 


ABC1 family 


1.3e-41 


151.7 


1 


180-296 


1462 


MeMO Hy 


Methane monooxygenase, 


4.6 


-98.8 


1 


173-336 
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d G 



1463 I PurJDNA_g 
lyco 



1464 i PurJDNA_g 

lyco 



Troponin 
IQ 



1466 | CUB 



1466 sushi 



1466 s DUF141 



1468 FHA 



Tropomyosi 
n 



hydrolase gamma cha 



Methylpurine-DNA 
glycosylase (MPG) 



6.5e-118 



Methylpurine-DNA 
glycosylase (MPG) 



1.7e-120 



Troponin 

IQ calmodulin-binding motif 



2.4e-20 
4.1 



CUB domain 



1.6e-84 



Sushi domain (SCR repeat) 



5.7e-31 



Domain of unknown function 
DUF141 



8 



FHA domain 



5.4 



Tropomyosin 



2.1 



405.1 



413.7 



81.0 
13.8 



294.2 



116.3 



-16.0 



-3.7 



1469 TBC 



1470 | trypsin 



1471 [ trypsin 



TBC domain 



2.8 



-109.1 



Trypsin 



0.19 



Trypsin 



2.5e-83 



-97.3 



-38.0 



290.2 



1 



70-267 



217-414 



792-997 
269-289 



128-233:305- 
410:477-582 



67-124:244- 
301:418-473 



123-237 



64-127 



467-690 



271-500 



3-96 



64-291 



1472 | dynamin 



Dynamin family 



6.6 



-83.3 



1474 DEAD 



1475 DEAD 



1478 zf-C2H2 



1478 zf-BED 



1480 zf-C2H2 



DEAD/DEAH box helicase 



8.6 



-78.2 



DEAD/DEAH box helicase 



8.6 



-78.2 



Zinc finger, C2H2 type 



2.5e-26 



100.9 



BED zinc finger 



1.1 



1.2 



Zinc finger, C2H2 type 



1.7e-29 



111.4 



397-577 



567-732 



524-689 



357-382:388- 
412:418- 
440:446- 
468:476-499 



372-413 



53-76:237- 

261:279- 

301:374- 

396:402- 

426:432- 

454:469-493 



1480 PHD 



PHD-finger 



0.8 



-9.0 



1 



1480 zf-BED 



BED zinc finger 



9.7 



-7.3 



1482 I Spin-Ssty 



Spin/Ssty Family 



0.28 



10.8 



1488 zf-C2H2 



Zinc finger, C2H2 type 



2.5e-23 



90.9 



1488 TT ORF2 



1489 Ets 



1493 TTL 



1495 zf-CCHC 



1495 zf-A20 



1496 DnaJ 



TT viral ORF2 



8.3 



-97.5 



Ets-domain 



4.3e-36 



133.3 



1 



Tubulin- tyrosine ligase family 7.2e-16 



66.1 



Zinc knuckle 



0.22 



11.7 



1 



A2Q-like zinc finger 



6.2 



4.0 



DnaJ domain 



6.6e-40 



146.0 



433-477 



270-302 



50-77 



296-320:326- 
350:356-378 



125-231 



110-196 



1-272 



106-125 



105-129 



3-69 



1497 homeobox 



Homeobox domain 



le-20 



82.3 



1501 homeobox 



Homeobox domain 



4.1e-31 



116.8 



1507 ! Kelch 



Kelch motif 



4.9e-56 



199.6 



1507 ! BTB 



1508 homeobox 
1510 1 TF AP-2 



1512 MIF4G 



1512 MA3 



BTB/POZ domain 



8.2e-21 



82.6 



Homeobox domain 



5.6e-24 



93.1 



Transcription factor AP-2 



4.5e-130 



445.5 



MIF4G domain 



4.8e-37 



136.5 



MA3 domain 



1.9e-25 



98.0 



243-294 



83-139 



305-352:354- 

406:408- 

453:455- 

500:502- 

552:554-601 



63-167 



19-73 



52-259 



163-346 



455-561 
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1512 


UPF0050 


Domain or unknown tunction 
DUF 


1 0 


-44 S 


i 


222-324 


1512 


zf-TAZ 


TAZ zinc finger 


2 


-27.2 


1 


227-285 


1512 


RYDRJTP 
R 


RIH domain 


5 


-48.0 


1 


141-343 


1512 


NB-ARC 


NB-ARC domain 


5. / 


-14 / . / 


i 


1 J7-JO 1 


1513 


zf-ANl 


AN 1 -like Zinc finger 


1 C ^ 1 Q 

1 oe-lo 


7^ 1 
/->. 1 


i 
i 


70S 


15 13 


ubiquitm 


Ubiquitm family 


4.3e-lo 


/J.J 


i 
i 


9R 101 


1514 


SET 


SET domain 


2.9e-63 


223.6 


1 


1596-1725 


1514 


PHD 


PHD-fmger 


5.6e-32 


i iy. / 




1 ZUO- 

1250:1370- 

141 9-1 7R1 - 

1828 


1514 


PWWP 


PWWP domain 


1 1 1 


1 1 /.y 


— 


1 41 4-1 400 


1514 


zf-ANl 


AN 1 -like Zinc linger 




*7 9 

- /.z 




1 OZJ 10J7 


1514 


Furin-like 


Furin-like cysteine rich region 


9.2 


-98.4 


1 


1204-1344 


1518 


F-protein 


Negative factor, (F-Protern) or 
Nef 


4.9 


1 A/C 1 

-luo. 1 




9R7 


1519 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


A C C 

o.^^ 


z.o 


— 


Q1 fi Q 4 ^ 


1521 


T — i "\ 7" XT 

Exonuc_VII 

T 

L 


Exonuclease VII, large subunit 


T i 


-ou. / 




9T 1 _^R1 


1 C 1 C 

1525 


H K A /""IT"? 

MAGE 


MAGli iamily 


o.jc-Uj 


71 1 
- / 1 . 1 


— j 

— 


9-170 


1526 


T"» A T"v 1 * J * 

FADbindin 
g 6 


Gxidoreductase ^AD-Dinamg 
domain 


o.4e-ZD 


9 

yo.z 


— 


70-1 76 


1526 


NAD_binai 
_Bg 


Uxidoreauctase JNAJj-omaing 
aomam 


J.7C-UJ 


94 




1 81-298 


1527 


DENN 


DENN (AEX-3) domain 


3.2e-83 


289.9 




90-293 


1527 


uDENN 


uJJiiiNJN aomam 


o. /e-z / 


1 H9 R 
1 UZ.o 




1-89 


1 07 

152 / 


,4 T"\"C "NTXT 

aUliJNJN 


aJJiiiNiN aomam 


z.oe-zz 


o / 


- 


324-391 


1528 


DENN 


DENN (AEX-3) domain 


3.2e-83 


289.9 




172-375 


1528 


uDENN 


uDENN domain 


4.8e-23 


90.0 




85-171 


1528 


dDENN 


dDENN domain 


2.6e-22 


87.5 




406-473 


1529 


ERM 


Ezrin/radixin/moesin family 


5.7 


-218.2 




272-528 


1530 


rvt 


Reverse transcriptase 


6.7 


-58.1 




1-118 


1531 


mybJDNA- 
binding 


Myb-like DNA-binding 
domain 


6.9e-21 


82.8 


2 


88-133:285- 
330 


1531 


ELM2 


ELM2 domain 


8.4e-16 


65.9 


1 


2-63 


1532 


zf-C2H2 


Zinc finger, C2H2 type 


5.2e-15 


63.3 


8 


241-264:290- 

Q 1 A .1 OA 

J14:3zU- 

342:603- 

ozo: /uy- 

732:843- 

866:880- 

903:1000- 

1023 


1533 


Flotillin 


Flotillin family 


2.2e-107 


370.2 


1 


193-366 


1533 


Band 7 


SPFH domain / Band 7 family 


1.9e-38 


141.1 


l 


1 1 o o 

3-188 


1 CO *5 

1533 


__ a TD 

vAlr- 

synt E 


Air syntnase ^Ji/ j i Kuaj 
subunit 


*\ Q 


-04 0 


1 
1 


951-400 


1534 


PH 


PH domain 


2.7e-52 


187.1 


5 


88-179:201- 

289:504- 

610:629- 

714:1035- 

1156 


1534 


RhoGAP 


RhoGAP domain 


2.6e-41 


150.7 


1 


731-881 


1534 


ArfGap 


Putative GTP-ase activating 


l.le-27 


105.5 


1 


295-419 
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protein for Arf 










1534 


RA 


Ras association (RalGDS/AF- 
6) domain 


0.15 


0.7 


1 


932-1021 


1534 


Pox B15 


B15-like protein 


9.5 


-65.1 


1 




1534 


Relaxase 


Relaxase/Mobilization 
nuclease domain 


9.7 


-79.3 


1 


757-999 


1535 


PH 


PH domain 


1.5e-52 


188.0 


5 


88-179:201- 

289:504- 

oiU:ozy- 

714:1035- 
1 1 /i< 

1 14_> 


1535 


RhoGAP 


RhoGAP domain 


2.6e-41 


150.7 


— 


/ D l-OO 1 


1535 


ArfGap 


Putative GTP-ase activating 
protein for Arf 


l.le-27 


105.5 


1 


OQC /I 1 Q 


1535 


RA 


Ras association (RalGDS/AF- 
6) domain 


0.15 


0.7 


i 

— 


932-1021 


1535 


Pox B15 


B 1 5 -like protein j 


9.5 


/CC 1 

-OD.l 


— 


/ ZO-OjU 


1535 


Relaxase 


Relaxase/Mobilization 
nuclease domain 


9.7 


- /9.3 




7<;7 QQQ 


1536 


SH3 


SH3 domain 


0.00013 


T7 /I 

1 1 A 


_1 


1 ^ 79 
1 / Z 


1537 


TF Otx 


Otxl transcription factor 


8.9 


1 C A 




o^a ao9 


1537 


HerpesLP 


Herpesvirus leader protein 


9.9 


-89.9 


1 


111-246 


1538 


UPF0131 


Uncharacterised protein 
family (UPF0131) 


5.4e-12 


53.3 




111 An 

1 l-l^U 


1540 


Ndr 


Ndr family 


6.7e-84 


1 AO 1 

292.1 




^9 998 


1540 


abhydrolase 


alpha/beta hydrolase fold 


4.6 


-19.5 


1 


5-221 


1541 


Ribosomal 
L35p 


Ribosomal protein L35 


6e-26 


99.6 




A /CO 

4-oZ 


1542 


PHD 


PHD-fmger 


0.12 


-1.3 


-\ 


81-131 


1543 


RA 


Ras association (RalGDS/AF- 
6) domain 


8.4 


-16.1 




124-214 


1546 


TPR 


TPR Domain 


0.0067 


23.1 


2 


134-167:203- 
236 


1547 


ARID 


ARID/BRIGHT DNA binding 
domain 


2.1e-43 


157.6 


1 


603-712 


1548 


Kelch 

* 


Kelch motif 


3.7e-41 


150.2 


5 


20-66:68- 
1 14: 116- 
162:164- 
zoy:zi i-zou 


1552 


GST_N 


Glutathione S-transferase, N- 
terminal domain 


2.7e-10 


47.6 


1 


3-oz 


1552 


GST_C 


Glutathione S-transferase, C- 
terminal domain 


0.22 


7.3 




4 /-l-)z> 


1554 


OTP EFTU 
D2 


Elongation factor Tu domain 2 


5.9e-07 


36.5 


i 


65-148 


1554 


OTP EFTU 
D3 


! Elongation factor Tu C- 
terminal domain 


O *i f\ r "7 

8.1e-07 


33. 1 




lD3-Z4o 


1555 


rrm 


RNA recognition motif 


0.055 


15.3 




/!< 1 1 < 


i f f / 

15jo 


pKmase 


Jrroiem Kind.se uuniaiii 


8 4e-38 


139 0 


~i 


8-265 


1557 


pkinase 


Protein kinase domain 


4e-41 


150.1 




8-265 


1559 


5- 

FTHF cyc- 
Hg 


5-formyltetrahydrofolate 
cyclo-ligase 


1.8e-21 


84.7 




8-207 


1559 


rrm 


RNA recognition motif. 


3e-06 


34.2 




308-374 


1561 


zf-UBRl 


Putative zinc finger in N- 
recognin 


6.6 


-23.0 




121-173 


1562 


ig 


Immunoglobulin domain 


8.5e-07 


36.0 


i 


87-146 
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1563 


RasGEF 


RasGEF domain 


1.7e-88 


1 A1 A 

307.4 


1 


1111 1 AQf. 


1563 


RhoGEF 


RhoGEF domain 


8.2e-68 


238.7 


1 


559-740 


1563 


PH 


PH domain 


1.3e-34 


128.4 


2 


"> o C A A C.T70 

335-445: / 11- 
900 


1563 


RasGEFN 


Guanine nucleotide exchange 
factor for Ras-1 


4.9e-18 


73.3 


* 

1 


945-1000 


1563 


IQ 


IQ calmodulin-binding motif 


0.012 


22.2 


1 


518-538 


1564 


RasGEF 


RasGEF domain 


1.7e-88 


307.4 


1 


r\AA 1 1 O A 

999-1 184 


1564 


RhoGEF 


RhoGEF domain 


8.2e-68 


238.7 


1 


247-428 


1564 


PH 


PH domain 


1.3e-34 


128.4 


2 


23-133:460- 
588 


1564 


RasGEFN 


Guanine nucleotide exchange 
factor for Ras-1 


4.9e-18 


73.3 


1 


633-688 


1564 


IQ 


IQ calmodulin-binding motif 


0.012 


22.2 


1 


206-226 


1569 


ferritin 


Ferritin-like domain 


9.6e-94 


324.8 


2 


56-197:199- 
317 


1570 


CUB 


CUB domain 


2e-57 


204.2 


2 


107-212:279- 

1 o o 

383 


1570 


sushi 


Sushi domain (SCR repeat) 


3.6e-25 


97.1 


2 


48-103:220- 
275 


1570 


DUF141 


Domain of unknown function 
DUF141 


3.8 


-12.4 


1 


102-216 


1571 


Kelch 


Kelch motif 


1.5e-10 


48.5 


2 


349-398:401- 
446 


1571 


BTB 


BTB/POZ domain 


0.026 


8.5 


1 


93-207 


1572 


MBD 


Methyl-CpG binding domain 


0.089 


11.8 




17-61 


1573 


ubiquitin 


Ubiquitin family 


2.5e-15 


64.3 


~1 


1-72 


1574 


OTU 


OTU-like cysteine protease 


0.73 


-9.5 


1 


166-283 


1574 


Bcl-2 


Apoptosis regulator proteins, 
Bcl-2 family 


9.7 


-29.5 


1 


135-203 


1575 


UPF0148 


Uncharacterised protein 
family (UPF0148) 


5.8 


-33.4 


1 


A ~> t f C 

43-165 


1576 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


0.0027 


22.5 






1577 


ArfGap 


Putative GTP-ase activating 
protein for Arf 


9.7e-47 


168.7 


1 


11 1 n 
1 1-lz / 


1579 


filament 


Intermediate filament protein 


1.4e-128 


A A f\ S" 

440.6 




O C A f\(\ 


1579 


ubiquitin 


Ubiquitin family 


6.6 


-5.3 


1 


316-394 


1579 


RecT 


RecT protein 


6.8 


-123.5 




2oo-4jU 


1579 


RasGAP C 


RasGAP C-terrninus 


8.6 


-35.0 


_j 


305-447 


1579 


spectrin 


Spectrin repeat 


9 


-20.3 




267-375 


1581 


lactamase_B 


Metallo-beta-lactamase 
superfamily 


0.17 


-10.7 


1 


25-182 


1582 


Keratin B2 


Keratin, high sulfur B2 protein 


1.6e-06 


22.3 


1 


5-154 


1583 


ParA 


ParA family ATPase 


0.009 


5.5 




105-211 


1583 


ArsA_ATPa 
se 


Anion-transporting ATPase 


5.2 


-192.3 




55-251 


1585 


crystall 


Beta/Gamma crystallin 


3.3e-73 


256.6 


4 


15-101:109- 

190:203- 

282:290-370 


1585 


RicinJB_lec 
tin 


QXW lectin repeat 


0.0012 


25.6 


2 


420-462:463- 
507 


1587 


T-box 


T-box 


9.9e-75 


261.7 


1 


1-149 


1589 


LRR 


Leucine Rich Repeat 


le-10 


49.1 


9 


115-139:171- 
195:199- 
226:227- 
251:255- 
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278:283- 
307:339- 
363:367- 
390:397-421 


1590 


60s_riboso 
mal 


60s Acidic ribosomal protein 


8.6e-33 


122.4 


1 


1-100 


1591 

- 


FMO-like 


Flavin-binding 
monooxygenase-like 


0 


1158.7 


1 


49-598 


1591 


pyrjredox j 


Pyridine nucleotide-disulphide 
oxidoreducta 


0.0037 


-35.7 


1 


51-424 


1592 


FMO-like 


Flavin-binding 
monooxygenase-like 


0 


1158.7 


■ 


87-636 


1592 


pyr_redox | 


Pyridine nucleotide-disulphide 
oxidoreducta 


0.0037 


-35.7 




89-462 


1593 


Nucleoplas | 
min 1 


Nucleoplasmin 


3 


-91.3 


> 


257-414 


1594 


LIM 


LIM domain 


7.3e-45 


162.5 




27-86:89-148 


1594 


homeobox 1 


Homeobox domain 


5e-16 


66.7 




192-248 


1597 


LRR 


Leucine Rich Repeat 


0.0064 


23.1 


4 


161-184:189- 

213:217- 

240:245-272 


1600 


bromodomai 
n 


Bromodomain 


4.6e-182 


618.2 


6 


50-139:186- 

275:386- 

475:523- 

613:662- 

751:782-867 


1600 


BAH 


BAH domain 


2.3e-65 


230.6 


2 


956- 

1049:1131- 
1247 


1600 


HMG_box 


HMG (high mobility group) 
box 


2.1e-07 


38.0 


1 


1328-1384 


1601 


ArmadiUo_s 
eg 


Armadillo/beta-catenin-like 
repeat 


3.8e-08 


40.5 


4 


20-61:62- 

103:106- 

146:147-193 


1601 


BTB 


BTB/POZ domain 


0.23 


-3.1 


1 


571-695 


1604 


zf-C2H2 


Zinc finger, C2H2 type 


3.8e-83 


289.6 


13 


123-146:151- 

170:270- 

292:298- 

320:326- 

348:354- 

376:382- 

404:410- 

432:438- 

460:466- 

inn A r\ A 

488:494- 
516:522- 
544:550-572 


1604 


KRAB 


KRAB box 


4.1e-21 


83.6 


1 


46-86 


1604 


zf-BED 


1 BED zinc finger 


\J.DD 




9 


248-293-479- 
517 


1604 


LIM 


1 LIM domain 


1.7 


-13.7 


1 


440-494 


1604 


zf-TRAF 


TRAF-type zinc finger 


2.9 


-4.0 


1 


488-539 


1604 


PHD 


PHD-fmger 


8.9 


-18.7 


1 


467-530 


1606 


TIR 


TIR domain 


2.5 


-29.3 


1 


81-209 


1609 


Gelsolin 


Gelsolin repeat 


2.1e-48 


174.3 


5 


522-574:645- 

685:778- 

818:1088- 
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1135:1197- 
1238 


1609 


LRR 


Leucine Rich Repeat 


7.7e-45 


162.4 


14 


9-33:34- 

56:57- 

79:120- 

142:143- 

166:167- 

189:190- 

213:214- 

238:239- 

261:262- 

284:285- 

307:308- 

332:333- 

355:356-378 


161 1 


zf-C2H2 


Zinc finger, C2H2 type 


4.8e-09 


A O C 

43.5 


3 


44-66:72- 
94:100-124 


1611 


LIM 


T" Tl A" "1 * 

LIM domain 


6.1 


1 o o 

-18. 3 




74-136 


1611 


PHD 


PHD-fmger 


6.3 


-17.3 


i 


73-108 


1612 


filament 


Intermediate filament protein 


LI 


-185.9 




209-509 


1612 


RNA_pol_A 
CTD 


Bacterial RNA polymerase, 
alpha chain C 


3.6 


-26.3 


i 


301-359 


1612 


DUF232 


Putative transcriptional 
regulator 


5.8 


-27. 4 




481-606 


1612 


Borreha orr 
A 


Borreha ORF-A 


8 


-100.4 




266-641 


1612 


GM_CSF 


s — ^ i i 
Granulocyte-macrophage 

colony-stimulati 


9 


-10.7 




264-381 


1612 


DUF38 


Domain of unknown function 
DUF38 


9.7 


-42.7 




45-165 


1613 


A T TT7 T A A 

AUX IAA 


A T T~\ 7 IT A A /** "1 

AUX/IAA family 


1.7 


-123.7 




367-548 


1613 


RNAjpol_A 
CTD 


Bacterial RNA polymerase, 
alpha chain C 


3.6 


-26.3 


i 


301-359 


1613 


GM_CSF 


Granulocyte-macrophage 

i j * i j • 
colony-stimulati 


9 


-10.7 


i 


264-381 


1613 


Borrelia_orf 
A 


Borrelia ORF-A 


9.1 


-102.1 


i 


266-588 


1613 


DUF38 


Domain of unknown function 
DUF38 


9.7 


-42.7 


i 


45-165 


1613 


DNA topois 
oIV 


DNA gyrase/topoisomerase 
IV, subunit A 


9.9 


-368.9 


1 


187-538 


1614 


Amino_oxid 

ase 


Flavin containing amine 
oxidoreductase 


0.03 


-46.6 


1 


46-434 


1614 


pyr_redox 


Pyridine nucleotide-disulphide 
oxidored 


6.8 


-93.2 


1 


36-370 


1615 


PAP_assoc 


PAP/25A associated domain 


L3e-41 


15L7 


2 


188-241:833- 
886 


1615 


zf-CCHC 


Zmc knuckle 


2.1e-18 


74.6 


3 


601-618:945- 
yoz: 1U!> 1- 
1068 


1615 


NTP transf 
2 


Nucleotidyltransferase domain 


0.011 


21:7 


1 


660-752 


1619 


zf-ANl 


AN 1 -like Zinc finger i 


0.00034 


26.1 


2 


10-52:64-106 


1620 


zf-ANl 


AN1 -like Zinc finger 


0.087 


6.5 


1 


51-93 


1621 


Tropomodul 
in 


Tropomodulin 


0.94 


-150.3 


1 


95-373 


1622 


kinesin 


Kinesin motor domain 


1.2e-146 


500.6 


1 


68-358 
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1622 


ALA_synth 
ase 


I Aminolevulinic acid synthase 
| domain 


9.8 


-34.1 


1 


153-204 


1623 


WD40 


I WD domain, G-beta repeat 


5e-46 


166.3 


12 


103-141:147- 

185:191- 

225:287- 

321:351- 

387:396- 

441:484- 

520:565- 

604:611- 

648:659- 

695:704- 

740:778-812 


1624 


bromodomai 
n 


Bromodomam 


6.5e-13 


56.3 


1 


50-137 


1625 


zf-C2H2 


| Zinc finger, C2H2 type 


5.5e-35 


129.6 


6 


150-173:356- 

378:384- 

406:725- 

747:753- 

775:783-806 


1625 


PHD 


PHD-fmger 


4.1 


-15.5 


1 


726-791 


1625 


zf-BED 


| BED zinc finger 


4.8 


-4.5 


1 


766-807 


1626 


TUDOR 


Tudor domain 


l.le-64 


228.4 


2 


653-780:913- 
1031 


1627 


PWI 


PWI domain 


1.2e-35 


131.8 


1 


8-79 


1631 


zf-C2H2 


Zinc finger, C2H2 type 


1.7e-59 


211.1 


9 


149-169:177- 

199:205- 

227:233- 

255:261- 

283:289- 

311:317- 

339:345- 

367:373-395 


1 /CO 1 I 

103 1 


KJKAB [ 


KRAB box 


9.4e-23 


89.0 


1 


29-69 


1631 


TFIIS 


Transcription factor S-II 

/TT7TTO \ 

( 1 FIIS) 


1,6 


-0.3 


2 


177-215:261- 
299 


1631 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING linger) 


8.9 


-7.9 


1 


151-182 


1634 


20G- 

r en oxy i 


20G-Fe(II) oxygenase 
superfamily 


0.0071 


20.3 


1 


155-249 


1637 


T-box I 


T-box 


2.1e-77 


270.6 


1 


1-164 


1 CA f\ J 

1640 


homeobox | 


Homeobox domain 


1.5e-26 


101.7 


1 


118-174 


1645 


homeobox I 


Homeobox domain 


l.le-34 


128.6 


2 


16-75:102- 
158 


1646 


Keratin_B2 


Keratin, high sulfur B2 protein 


0.00047 


-16.3 


2 


16-164:169- 
321 


1647 


BAD 


Bacterial transcriptional 
activator domain 


6.3 


-77.5 


1 


19-138 




xllVHjr_DOX 


HivlLr (nigh mobility group) 
box 


5.4e-20 | 


79.8 


1 


100-168 


1651 


zf-C2H2 


Zinc finger, C2H2 type 


1.8e-27 


104.7 


6 


65-87:101- 

123:129- 

151:196- 

218:224- 

246:252-274 


1651 


LIM 


LIM domain 


4.1 


-16.9 


1 


226-280 ' 


1652 J 


zf-C2H2 I 


Zinc finger, C2H2 type 


4.7e-165 


561.7 


21 


216-240:274- 
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296:352- 
374:380- 
402:408- 
430:436- 
458:464- 
486:492- 
514:520- 
542:548- 
570:576- 
598:604- 
626:632- 
654:660- 
682:688- 
/ 1U: / lo- 
738:744- 
766:772- 
794:800- 
822:828- 
850:856-879 


1652 


GATA 


GATA zinc finger 


2.4 


-7.5 


l 


T/IO TOO 


1652 


zf-BED 


BED zinc finger 


2.5 


-2.0 


<*> 
2 


4zl-4Dy: /D /- 


1652 


S_mold_rep 
eat 


Dictyostelium (slime mold) 
repeat 


2.9 


10.9 


7 


162-185:190- 

Z J. -> .ZH-y- 
979-977- 

300:663- 
6K6-77S- 

798:831-854 


1652 


LIM 


LIM domain 


3.2 


-16.0 


l 


718-777 


1652 


zf-MIZ 


MIZ zinc finger 


3.5 


-17.8 


l 


591-643 


1652 


TFIIS 


Transcription factor S-II 
(TFIIS) 


3.8 


-3.6 


l 


716-754 


1656 


MAGE 


MAGE family 


5.9e-22 


86.4 


1 


36-288 


1660 


Ribosomal 
L15 


Ribosomal protein LI 5 amino 
terminal re 


9.7 


-48.3 


1 


970-1050 


1661 


zf-C2H2 


Zinc finger, C2H2 type 


4.2e-89 


309.4 


12 


193-215:221- 

243:249- 

271:277- 

299:305- 

327:333- 

355:361- 

3oj . joy- 

411:417- 

Aid- A A*\ 

467:501- 

S9VS9Q-SS4 


1661 


TFIIS 


Transcription factor S-II 
(1M1S) 


0.21 


7.0 


1 


221-259 


1 661 

X DO 1 


■zf-TRAF 


TR AF-tvne vxwc fincrer 


4 6 

r • \j 


-6.3 


1 


295-348 


1665 


homeobox 


Homeobox domain 


2.6e-28 


107.5 


1 


164-220 


1665 


Collagen 


Collagen triple helix repeat 
(20 copies) 


9.6 


-68.0 


1 


213-271 


1666 


Transposase 
8 


Transposase 


5 


-15.4 


1 


1035-1112 


1666 


Ribosomal 
L29 


Ribosomal L29 protein 


7.6 


-14.5 


1 


1070-1113 


1667 


Transposase 


Transposase 


5 


-15.4 


1 


1015-1092 
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8 












1667 


Ribosomal 
L29 


Ribosomal L29 protein 


7.6 


-14.5 


1 


1050-1093 


1670 


SAP 


SAP domain 


2.1 


8.3 


1 


92-126 


1671 


zf-C2H2 


Zinc finger, C2H2 type 


6.6e-29 


109.5 


6 


400-424:432- 

455:461- 

483:489- 

c 1 i ,cn 

51 1:51 /- 
540:546-568 


1671 


SET 


SET domain 


0.0031 


-23.0 


l 


1 A /C 

24oo /3 


1671 


zf-BED 


BED zinc finger 


1.7 


-0.6 


l 


CIA r/"n 

53Uooy 


1671 


zf-TRAF 


TRAF-type zinc finger 


2.8 


-3.8 


l 


455-504 


1671 


zf-ANl 


AN 1 -like Zinc finger 


3.2 


-6.2 


l 


491-545 


161 A 


PHD 


PHD-fmger 


1.7e-10 


48.3 


l 


312-357 


1678 


RNaseJPH 


3' exoribonuclease family, 
domain 1 


1.6e-45 


164.7 


l 


31-166 


1678 


RNase PH 
C 


3' exoribonuclease family, 
domain 2 


4.4e-13 


56.9 


l 


196-262 


1679 


TPR 


TPR Domain 


0.27 


17.7 


l 


28-61 


1680 


zf-C2H2 


Zinc finger, C2H2 type 


1.2e-88 


307.9 


ll 


140-162:168- 

190:196- 

218:224- 

246:252- 

274:280- 

302:308- 

330:336- 

358:364- 

386:392- 

413:419-441 


1680 


zf-BED 


BED zinc finger 


0.96 


1.7 


3 


209-247:321- 

q cn./l A/1 A 

3:>y:4U4-44z 


1680 


FYVE 


FYVE zinc finger 


3.1 


-21.2 


1 


240-3 iy 


1680 


PHD 


PHD-finger 


4.4 


-15.8 


1 


OCT 1 1 < 

253-5 lo 


1680 


LIM 


LIM domain 


5.7 


-18. 1 




1 /in O A/C 


1680 


DAGJPE- 
bind 


Phorbol esters/diacylglycerol 
binding dom 


9.2 


-15.5 


i 


270-325 


1681 


FYVE 


FYVE zinc finger 


2.9 


-20.9 




O O AO 


1683 


filament 


Intermediate filament protein 


1.2e-31 


118.6 


i 


8-270 


1683 


KE2 


KE2 family protein 


6.3 


-46.3 


1 


28-136 


1684 


homeobox 


Homeobox domain 


1.7e-26 


101.5 




87-143 


1685 


SPRY 


SPRY domain 


4e-23 


90.2 




95-23 1 


1688 


HTH 3 


Helix-turn-helix 


2.9e-09 


44.2 




26-79 


1688 


Peptidase S 
24 


Peptidase family S24 


7.9 


-35.2 


• 


118-237 


1689 


SET 


SET domain 


4.9e-52 


186.3 




819-948 


1690 


lipocalin 


Lipocalin / cytosolic fatty-acid 
binding pr 


3.2e-ll 


50.7 




1-135 


1691 


Atrophin- 1 


Atrophin- 1 family 


6.2 


-673.1 


1 


147-928 


1692 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-74 


261.1 


9 


109-131:137- 

159:165- 

187:193- 

215:221- 

243:249- 

271:277- 

299:305- 

327:333-355 


1692 


zf-BED 


BED zinc finger 


0.57 


3.7 


1 


122-160 
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1692 


FYVE 


FYVE zinc finger 


2.9 


-21.0 


1 


243-319 


1692 


TFIIS 


Transcription factor b-11 
( lFUS) 


/. / 


A 9 

-o.z 


1 


137-175 


1692 


zf-TRAF 


TRAF-type zinc finger 


8.8 


-9.3 


1 


187-238 


1693 


dCMP_cyt_ 
deam 


Cytidine and deoxycytidylate 

< • 
deaminase 


2.2 


-23.0 


1 


1-87 


1695 


spectrin 


Spectrin repeat 


2.3 


-13.5 


1 


90-188 


1695 


K-box 


K-box region 


C A 

5.4 


-jy.o 


l 


1 nn 1 Q? 


1696 


Ribosomal 
L18e 


Eukaryotic ribosomal protein 
L18 


--> o r\ o 

3.3e-08 


3.4 


i 
i 


^ 1 \A 

J- 1 14 


1699 


kinesin 


Kinesin motor domain 


1.8e-16 


41.0 


1 


52-225 


1700 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-16 


66.9 


4 


49-71:77- 

104:110- 

132:138-161 


1703 


GoLoco 


LGN motif, putative GEF 
specific for G-alpha 


5.8 


3.8 


1 


37-59 


1707 


DDHD 


DDHD domain 


4.1e-67 


236.4 


1 


390-594 


1709 


zf-C2H2 


Zinc finger, C2H2 type 


6.8e-63 


<-"s /""n 4 

222.4 


10 


138-160:166- 

188:194- 

216:222- 

1/1/1 .Kf\ 

244: 2D U- 
Z / Z.Z / o- 

300:306- 
328:334- 
356:362- 
384:390-413 


1709 


TFIIS 


Transcription factor S-II 
(TFIIS) 


0.47 


4.1 


1 


166-204 


1709 


zf-BED 


BED zinc finger 


6.1 


-5.4 


1 


372-414 


1709 


E6 


Early Protein (E6) 


9.6 


-69.4 


1 


196-283 


1710 


zf-C2H2 


Zinc fmger, C2H2 type 


1.2e-70 


248.1 


11 


138-160:166- 
188:194- 
216:222- 
244:250- 

.070 

2 /2:2 /o- 
jUU.jUO- 

384:390- 
412*418-441 


1710 


TFIIS 


Transcription factor S-II 
(lrllb) 


0.46 


4.2 


1 


166-204 


1710 


zf-BED 


BED zinc finger 


A ^ 


A 1 


— : 


172-217 


1710 


PHD 


PHD-finger 


9.1 


-18.7 


i 


195-255 


1710 


E6 


Early Protein (Eo) 


y.o 


A 

-ov.4 




994-11 1 


1711 


ERM 


Ezrin/radixin/moesin family 


8.5e-219 


740.3 


i 


208-611 


1711 


Band_41 


FERM domain (Band 4.1 
family) 


I.ee-liD 


A £Z1 A 

40:5.4 




7 9H6 


1711 
1/11 


iVlivl 1 V o/\ 
g 


IVlUUoC xLia.HllLla.Ly IU.11KJ1 V 11 LID 

superantigen 


1 4 

J. » r 


-108 6 




60-349 


1712 


ERM 


Ezrin/radixin/moesin family 


8.5e-219 


740.3 




176-579 


1712 


Band_41 


FERM domain (Band 4.1 
family) 


2.9e-98 


339.9 




7-174 


1712 


MMTV SA 

g 


Mouse mammary tumor virus 
superantigen 


1.2 


-107.6 




21-317 


1713 


ERM 


Ezrin/radixin/moesin family 


8.5e-219 


740.3 




225-628 


1713 


Band 41 


FERM domain (Band 4. 1 


2.5e-126 


433.1 




7-223 
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family) 










1713 


MMTV_SA 


Mouse mammary tumor virus 
superantigen 


1.4 


-108.6 


1 


77-366 


1714 


Peptidase C 
48 


Ulpl protease family, C- 
terminal cataly 


7.5e-22 


86.0 


1 


1-224 


1715 


zf-C2H2 


Zinc finger, C2H2 type 


2e-92 


320.4 


11 


193-215:221- 

243:249- 

271:277- 

inn,'! 
511:555- 

355:361- 

jo3:3oV- 

411:417- 


1715 


KRAB 


KRAB box 


0.1 


9.5 


1 


38-78 


1715 


LIM 


LIM domain 


3.7 


-16.5 


— 


JOJ-4Z / 


1717 


BTB 


BTB/POZ domain 


2.3e-33 


124.3 




1 A 'i 10 
14-1ZZ 


1717 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-08 


/I 1 A 

41.0 


<-> 
Z 


ZoZ-jUh-, O 1U- 

333 


1717 


K_tetra 


K+ channel tetramerisation 
domain 


0.25 


-2 /. / 




10 1 1 Q 

jZ-1 17 


1717 


zf-BED 


BED zinc finger 


7.5 


-o.i 






1717 


Ribosomal_ 
L44 


Ribosomal protein L44 


7.8 


-22. o 


"1 


Z 1 1 -JVJ / 


1718 


Gag MA 


Matrix protein (MA), pi 5 


r\ f\o 1 
U.Uzl 


19 A 


-j 


9_1 ^j. 


1723 


GCR 


Glucocorticoid receptor 


2.2e-302 


1017.9 


i 


26-394 


1725 


Exo_endojp 
hos 


Endonuclease/Exonuclease/pn 
osphatase fa 


2.9e-45 


1 Q 
lOj.O 




^9 9QR 


1728 


HLH 


Hehx-loop-helix DNA- 
binding domain 


0.0082 


ZT.4 




1 on 


1728 


CTF NFI 


CTF/NF-I family 


O.O 


197 A 
-5Z /.4 


— j 


i — *+ j i 


1729 


SCAN 


SCAN domain 


Xoe-4o 


1 9 
1 OO.Z 


— : 

— 


1Q-1 11 


1731 


* 

argmase 


Argmase family 


4Je-jo 


1 OQ Q 


~\ 


6Q-147 


1732 


GLFV_dehy 
drog N 


Glu/Leu/Phe/Val 
dehydrogenase, dimen 


8.1e-/0 


Z4D.4 




Azl 1 1(\ 

*TT— I/O 


1732 


GLFV_dehy 
drog 


Glutamate/Leucme/Pnenylalan 
ine/Valin 




1 1 c n 
-1 1 _>.u 


— : 




1733 


cyclin 


Cyclin, N-terminal domain 


0.94 


-18.8 


i 


54-178 


1734 


FCH 


Fes/CIP4 homology domain 


l.oe-zo 


lUl.o 


_J 


iq i n 

1 O- 1 1 J 


1734 


SH3 


SH3 domain 


6.6e-13 


JO. 5 




<79 &0R 


1734 


HR1 


Hrl repeat 


0.91 


6.6 


i 


435-510 


1734 


spectrin 


Spectrin repeat 


2.8 


-14.6 


— 




1737 


wnt 


wnt family 


1.6e-90 


314.2 




1 9 07 

i-zy / 


1738 


wnt 


wnt family 


9.4e-100 


344.8 


i 


92-401 


1740 


Armadillo_s 
eg 


Armadillo/beta-catenin-like 
repeat 


2.6 


13.4 




480-526:528- 
570:640- 

^"7n.<09 HOA 

o /y:ooz- /Z4 


1 *7 A I 

1742 


r W Wr 


x W W x LLOIIlalll 


0 ^2 


-3 5 


~i 


143-215 


1742 


PFEMP 


Plasmodium falciparum 
erythrocyte membrane p 


4.9 


-83.7 




335-408 


1743 


G-patch 


G-patch domain 


2e-12 


54.7 


l 


235-279 


1744 


Kelch 


Kelch motif 


4.9e-49 


176.3 


5 


366-408:410- 
455:457- 
503:505- 
545:547-593 


1744 


BTB 


BTB/POZ domain 


2.5e-30 


114.2 


1 


62-169 
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1746 


LRR 


Leucine Rich Repeat 


5.9e-29 


1 aa 

109. o 


Q 

y 


69:70-93:94- 
1 1 7*1 18- 

1 1 / . 1 i o- 

140-141- 
162:345- 
368*369- 
392:393-416 


1746 


LRRCT 


Leucine rich repeat c-terrmnai 
domain 


1 8p HQ 


do S 




175-225 


1746 


T IP* T*"% "V TT 1 

LRRNT 


Leucine rich repeat JN -terminal 
domain 


"2 
J 


0 4 




285-317 


11 Al 


SART-1 


O A T) HP 1 XV. „_ J 1 , , 

SAR1-1 tamily 


A 7 


-^S^ 4 
-jj j.t 




23-666 


1747 


Exonuc VII 
S 


bxonuclease Vil small suounit 


1 n 

1U 






231-294 


1752 


CircoORF 

2 


Oncovirus UKr-z protein 




-70 R 

/ \J.O 




486-705 


1752 


Sigma54 fa 
ctors 


Sigma-54 factors family 


9.6 


-351.6 


i 


556-885 


1758 


20G- 

T"* TT 

FellQxy 


20G-Fe(II) oxygenase 
supertamiiy 


2.2e-12 


54.6 




278-376 


1759 


Ski Sno 


SKI/oNO/UAC tamily 


O. / c-jO 


100 1 


- 


27-155 


1761 


Nucleoplas 
min 


Nucleoplasmm 




-yj.\j 


- 


316-424 


1762 


T" *T TV JO 

ELM2 


ELJV12 domain 


i .oe-ui/ 


4S 1 




174-233 


1762 


myb_DNA- 
binding 


Myb-like DNA-binding 
domain 


5.4e-06 


33.3 




279-325 


1767 


TPR 


TPR Domain 


0.56 


16.7 




89-122:123- 
156 


1769 


WH1 


WH1 domain 


U.UUl / 


1 1 ^ 

11.0 




1 1 -1 1 Q 


1770 


OLF 


Olfactomedin-like domain 


1.3e-40 


148.4 




182-426 


1770 


Collagen 


Collagen triple helix repeat 
(20 copies) 


1.7e-07 


38.4 


2 


23-81:82-142 


1772 


Kelch 


Kelch motif 


2.9e-48 


173.8 


6 


166-212:214- 

ZOj.ZOj- 
^1 1-^1^ 

359*361- 
401*403-453 


1775 


LKK 


Leucine Kicn Kepeat 




7 

O J . / 


7 


26-48*49- 

71:72-94:95- 

117:118- 

140:141- 

163:164-185 


1 T7/C 
1 / /O 


spectrin 


opecmn repeat 


0 *54 


-6 3 




37-129 


1 inn 
1 / / / 


uU IFase 


au i rase 


. i c— _J w 


134 0 




115-235 


1777 


rvp 


Retroviral asp arty 1 protease 


5.4e-25 


96.5 


^ 


247-348 


1778 


homeobox 


Homeobox domain 


4.1e-30 


113.5 




186-242 


1779 


K-box 


K-box region 


4.4 


-38.7 




151-223 


1786 


filament 


Intermediate filament protein 


1.3 


1 QQ 1 

-loo. 1 




90^ 4^0 


i TO/; 


T TDT7A 1 /I "7 


uncnaracieiiscQ proicm 
family (UPF0147) 


R 4 


-38 2 


1 


177-255 


1786 


spectrin 


Spectrin repeat 


8.8 


-20.2 




245-350 


1788 


homeobox 


Homeobox domain 


0.023 


3.2 




72-130 


1790 


LRR 


Leucine Rich Repeat 


9.3e-10 


45.8 


5 


66-87:88- 
109:110- 
131:132- 
153:157-177 


1792 


rrm 


RNA recognition motif. 


8.7e-102 


351.6 


4 


70-141:158- 
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1793 1 FYVE 



1794 Paralemmin 



1798 I DUF298 
1800 zf-C3HC4 



FYVE zinc finger 



Paralemmin 



Domain of unknown function 
(DUF298) 

Zinc finger, C3HC4 type 
(RING finger) 



1801 zf-C2H2 



Zinc finger, C2H2 type 



1801 KRAB 



KRAB box 



1801 zf-BED 



BED zinc finger 



1801 I FYVE 



FYVE zinc finger 



1801 ! TFIIS 



Transcription factor S-II 
(TFIIS) 



1801 1 LIM 



LIM domain 



20G- 
Fell Oxy 



20G-Fe(II) oxygenase 
superfamily 



1807 SH3 



SH3 domain 



1807 I LIM 



LIM domain 



1807 Nebulin 



Nebulin repeat 



1808 [ pkinase 



Protein kinase domain 



1811 I Rhodanese I Rhodanese-like domain 



1815 zf-C2H2 



Zinc finger, C2H2 type 



1815 PHD 



PHP-finger 



1818 I zf-C2H2 I Zinc finger, C2H2 type 



1818 1 DM-domain j DM DNA binding domain 



1818 I TFIIS 



Transcription factor S-II 
(TFIIS) 



1818 zf-UBRl 



Putative zinc fmger in N- 
recognin 



1818 j zf-TRAF j TRAF-type zinc finger 



1818 | LIM 



LIM domain 



1818 PHD 



PHP-finger 



1818 zf-C3HC4 



Zinc finger, C3HC4 type 
(RING finger) 



1821 DhaJ 



DnaJ domain 



8.2e-19 



2.8e-07 



75.9 



1 



7.1e-37 



0.23 



4.8e-60 



-1.6 



1 



135.9 



5.8 



1 



1 



212.9 



1.7e-16 



1 



5.2 



8.5 



8.6 



4.1e-08 



2.1e-15 



2.7e-ll 



2.9e-07 



8e-77 



2.4e-65 



68.2 



1.5 



-23.4 



-6.5 



-19.6 



40.4 



64.6 



50.9 



37.6 



268.6 



230.5 



2.6e-16 



67.6 



7.3 



1.3e-lll 



-17.9 



1 



384.2 



16 



-8.6 



1 



3.3 



4.3 



7 



8.7 



8.8 



3.6e-24 



-3.1 



-21.1 



1 



-6.6 



1 



-18.8 



1 



-18.5 



-7.9 



1 



93.7 



227:250- 
320:353-422 



46-110 



18-242 



159-278 



655-699 



209-231:237- 

259:265- 

287:293- 

315:321- 

343:349- 

371:377-399 



1-34 



222-260 



313-388 



293-331 



295-359 



96-227 



169-225 



5-62 



67-95 



73-357 



36-158:185- 
302 



96-118:124- 
146:152-174 



97-132 



22-44:84- 

106:112- 

134:140- 

162:168- 

190:196- 

218:224- 

246:252- 

274:280- 

302:308- 

330:336- 

358:364- 

386:392- 

414:516- 

538:544- 

566:572-594 



194-242 



280-318 



187-245 



186-239 



198-250 



253-316 



86-117 



15-82 
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1822 


Terpene_sy 
nth 


Terpene synthase family 


8.3 


-113.9 


1 


65-270 


1823 


UQ con 


Ubiquitin-conjugating enzyme 


3.8e-39 


143.5 


1 


2-117 


1824 


zf-C2H2 

* 


Zinc finger, C2H2 type 


5.7e-112 


385.4 


19 


224-246:252- 

274:297- 

319:326- 

348:360- 

382:469- 

491:497- 

519:525- 

547:588- 

610:616- 

638: /ll- 

733:739- 

/ol: /o/- 

toy . /yj- 

873:879- 
930:936-958 


1824 


TFIIS 


Transcription factor S-II 

/' 1 'T'TTPX 

(TFIIS) 


1 0 
l.o 


n 0 
-V.y 


1 

1 




1824 


PHD 


PHD-finger 


2.6 


-13.7 


1 


253-305 


1824 


LIM 


LIM domain 


3.6 


-16.4 


1 


910-962 


1824 


zf-BED 


BED zinc finger 


43 


-4.1 


1 


864-902 


1824 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


6.6 


-6.8 


1 


910-941 


1824 


Ribosornal_ 
L34e 


Ribosomal protein L34e 


7.6 


-37.7 


1 


708-789 


1825 


dNK 


_____ i * i i * 

Deoxynucleoside kinase 


7.6 


-47.6 


1 
1 


991 1A& 
ZZ l-J^O 


1830 


zf-C2H2 


Zinc finger, C2H2 type 


1.4e-59 


211.4 


8 


82-104:120- 

1 A 9 ■ 1 /LQ 

1 70 1 76- 
1 / U. 1 / 0- 

1 QR-904- 

226:232- 
254-260- 
282-288-310 


1830 


zf-BED 


BED zinc finger 


3.1 


-2.9 


1 


132-171 


1830 


nil >t t* r~i 

TFIIS 


Transcription factor b-11 

/TT7TTCN 

( Irllb) 


J.D 


A R 


1 
1 




1830 


PHD 


PHD-lmger 


^ 7 




1 


83-156 


1830 


FYVE 


FYVE zinc imger 


0 


OA 1 


1 
1 


76-159 


1831 


ketoacyl- 
synt C 


Beta-ketoacyl synthase, C- 
terminal do 


u.z 1 


71 ^ 
- / 1 . J 


1 
1 


145-294 


1834 


SCAN 


SCAN domain 


1 £0 6A 

1 .oe-o^f 


997 7 
ZZ / . / 


1 


46-141 


1834 


zf-C2H2 


Zinc finger, CzHz type 


7 a 1 O 

-36-1Z 


*\A 1 


9 


251-273-279- 
301 


1834 


rvt 

1 V L 


Reverse transcriptase 


4.5 


-55.7 


1 


372-496 


1834 


FYVE 


FYVE zinc finger 


9 


-25.8 


1 


245-290 


1836 


MAGE 


MAGE family 


9.8 


-139.8 


1 


133-354 


1838 


DM-domain 


DM DNA binding domain 


3.8e-25 


97.0 


1 


93-139 


1838 


DMA 


DMRTA motif 


1.8e-23 


91.4 


1 


326-364 


1838 


zf-MYND 


MYND finger 


5.4 


-10.4 


1 


86-116 


1839 


FYVE 


FYVE zinc finger 


5.1 


-23.4 


1 


49-114 


1840 


FYVE 


FYVE zinc finger 


5.1 


-23.4 


1 


49-114 


1841 


FYVE 


FYVE zinc finger 


5.1 


-23.4 


1 


49-114 
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1842 1 


FYVE 


FYVE zinc finger 1 


5.1 


-23.4 




A Q 11/1 


1846 


UBX 


UBX domain i 


7.8e-10 


46.1 


"1 


168-247 


1849 


LIM 


LIM domain 


0.00011 


21.6 


1 


72-117 


1850 


Rota NS26 


Rotavirus NS26 


4 


-106.8 


1 


1 12-327 


1850 


CUE 


CUE domain 


7.3 


5.1 




31-73 


1850 


Tropomyosi 
n 


Tropomyosin j 


7.7 


-119.0 


1 


216-395 


1850 


AUX IAA 


AUX/IAA family 


83 


-131.0 


1 


330-490 


1852 


zf-B box 


B-box zinc finger j 


6.1e-08 


39.8 




122-164 


1852 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


0.00052 


26.8 




26-84 


1852 


PHD 


PHD-fmger 


0.65 


-8.2 




25-87 


1852 


spectrin 


Spectrin repeat [ 


8 


-19.7 




209-300 


1852 


SMC_C 


SMC family, C-terminal 1 
domain 


8.5 


-134.5 




189-317 


1854 


mito_carr 


Mitochondrial carrier protein 


2.5e-64 


227.1 


3 


20-143:146- 
243:246-341 


1856 


zf-C2H2 


Zinc finger, C2H2 type 1 


3.3e-50 


180.2 


9 


464-487:491- 

514:518- 

541:548- 

570:576- 

598:604- 

626:632- 

654:660- 

682:688-710 


1856 


BTB 


BTB/POZ domain 


4.5e-24 


93.4 


1 


32-141 


1856 


zf-BED 


BED zinc finger 


0.7 


2.9 


1 


641-683 


1856 


FYVE 


FYVE zinc finger 


7.6 


-25.1 


-j 


540-615 


1856 


DAGJPE- 
bind 


Phorbol esters/diacylglycerol 
binding d 


8.1 


-15.0 




541-581 


1856 


Ribosomal_ 
L31 


Ribosomal protein L3 1 


9.9 


-25.1 


1 


567-620 


1857 


Smg4 UPF 
3 


Smg-4/UPF3 family 


1.3e-101 


351.0 


i 


60-228 


1857 


| rrm 


RNA recognition motif. 


5.1 


-5.0 




70-143 


1857 


KNOX2 


KNOX2 domain 


6.5 


-8.7 


; 


167-211 


1859 


TGT 


Queuine tRNA- 
ribosyltransferase 


9.7e-19 


75.7 




127-412 


1860 


| Myosin tail 


Myosin tail 


0.00052 


-136.5 


1 


1-498 


1860 


| filament 


Intermediate filament protein 


0.9 


-183.5 


1 


112-412 


1860 


1 Tropomyosi 
| n 


Tropomyosin 


8 


-119.2 




247-505 


1861 


LRR 


Leucine Rich Repeat 


9.3e-10 


45.8 


5 


66-87:88- 
109:110- 
131:132- 
153:157-177 


1862 


efhand 


EF hand 


0.12 


18.9 


1 


483-511 


1863 


trypsin 


Trypsin 


5.1e-79 


275.9 


1 


21-246 


1869 


FH2 


Formin Homology 2 Domain 


1 1.6e-54 


194.5 


■i 
i 


5 I -OA 1 


1869 


GST_C 


Glutathione S-transferase, C- 
terminal d 


2.7 


-4.9 


1 


153-286 


1869 


Peptidase C 
48 


Ulpl protease family, C- 
terminal cataly 


7.5 


-42.6 


1 


354-1047 


1869 


TP 2 


Nuclear transition protein 2 


9.7 


-60.8 


1 


516-610 


1871 


LRR 


Leucine Rich Repeat 


4.4 


13.7 


3 


473-496:501- 
523:557-581 


1873 


| Josephin 


Josephin 


1 8.7e-10 


46.0 


1 


13-145 
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1874 


GTP_EFTU 


Elongation factor Tu GTP 
binding domain 


1.2e-18 


75.4 


1 


5-217 


1874 


GTP_EFTU 
D2 


Elongation factor Tu domain 2 ! 


8.7e-ll 


49.3 


1 


229-305 


1875 


GTPEFTU 


Elongation factor Tu G 1 P 
binding domain 


1 0 0 71 

l.je-/ 1 


9^1 ^ 


1 


17-367 


1875 


EFG_C 


Elongation factor L>- 
terminus 




00 3 


1 


979-1067 


1875 


GTPEFl U 
Dz 


iilongation ractor i u aomain z 


yj 


-0 1 

V/. J. 


1 


497-599 


1876 


nelicase_C 


rieiicase conservea ^-teniniiai 
aomam 




76 6 


1 


748-826 


1876 


DEAD 


DEAD/DEAH box helicase 


5.8e-13 


56.5 


1 


298-531 


1876 


CARD 


Caspase recruitment domain 


0.36 


9.2 


1 


111-200 


1876 


SART-1 


SART-1 family 


6.1 


-357.6 


1 


240-906 


1880 


KRAB 


KRAB box 


8.3e-27 


102.5 


1 


7-47 


1881 


Ml , -f 111 

Dishevelled 


Dishevelled specific domain 


U.OJ 


1 c 


i 
i 




1881 


GrpE 


GrpE 


6.3 


-84.4 


1 


430-661 


1883 


LIM 


LIM domain 


A It ^ Cf\ 

4.zeoU 


1 "70 O 


z 




1883 


homeobox 


T" T 1 1 * 

Homeobox domain 


1 ,9e-z3 


no r\ 


1 
1 


1 S1 -9^7 


1885 


zf-C2H2 


Zinc finger, C2H2 type 


y.yeou 


1 1 O 1 

1 1Z.Z 


o 


Z ' wJ . ^- ' ^ 

281:386- 
408-414- 
436:445-468 


1885 


zf-C4 


Zinc linger, C4 type (two 
domains ) 


J.Z 




1 

1 


386-446 


1885 


zf-BED 


BED zinc finger 


8.6 


-6.8 


1 


427-469 


1886 


PH 


PH domain 


0.00021 


28.0 


1 


21-128 


1888 


homeobox 


Homeobox domain 


4.4e-09 


43.6 


1 


207-258 


1888 


PTS EIIA 
2 


Phosphoenolpyruvate- 
dependent sugar plio 


7.9 


-70.4 


1 


30-136 


1888 


Cathelicidin 
s 


Catlielicidin 


7.9 


-1.7 


1 


119-184 


1889 


FHA 


FHA domain 


8.6 


-5.9 


1 


127-273 


1890 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-118 


407.2 


18 


194-216:222- 

244:250- 

272:278- 

300:306- 

328:362- 

384:390- 

412:418- 

440:446- 

4oo:4 /4- 

4yo: jUo- 

jjU.jjO- 

558:564- 

614:620- 
642:648- 
670:676- 
698:704-726 


1890 


KRAB 


KRAB box 


1.4e-23 


91.7 


1 


24-64 


1890 


zf-BED 


BED zinc finger 


0.87 


2.1 


1 


291-329 


1890 


TFIIS 


Transcription factor S-II 
(TFIIS) 


2.5 


-2.1 


1 


676-714 


1890 


LIM 


LIM domain 


3.5 


-16.3 


1 


196-255 
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1890 


GATA 


GATA zinc finger 


6.2 


-10.6 


1 


416-462 


1891 


KRAB 


KRAB box 


3.9e-08 


40.5 


1 


22-50 


1892 


MyTH4 


MyTH4 domain 


7.3e-24 


92.7 


1 


74-180 


1892 


Band_41 


PERM domain (Band 4.1 
family) 


7.1 


-113.6 


1 


202-384 


1895 


IF4E 


Eukaryotic initiation factor 4E 


1.5e-99 


344.1 


1 


19-242 


1896 


ank 


Ankyrin repeat 


5.4 


13.1 


1 


9-39 


1898 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-63 


224.6 


8 

• 


268-290:296- 

318:324- 

346:352- 

374:380- 

402:408- 

430:436- 

A CQ .A £A AQ/Z 


1898 


SCAN 


SCAN domain 


3.5e-52 


186.8 




a o no 


1898 


zf-BED 


BED zinc finger 


2 


-1.1 


i 


449-487 


1898 


TFIIS 


Transcription factor S-II 
(TFIIS) 


5.5 


-4.9 


1 


352-390 


1898 


E6 


Early Protein (E6) 


7.1 


-67.8 




298-385 


1899 


zf-C4 


Zinc finger, C4 type (two 
domains) 


2.5e-08 


12.5 


1 


278-326 


1900 


Mral 


Suppressor Mral 


3.7e-79 


276.4 


1 


77-239 


1901 


Mral 


Suppressor Mral 


le-40 


148.7 


1 


77-189 


1903 


HEAT 


HEAT repeat 


5.4e-13 


56.6 


3 


6-45:46- 
84:85-123 


1907 


DUF75 


Protein of unknown function 
DUF75 


8.3 


-98.9 


1 


4-152 


1908 


TPR 


TPR Domain 


0.88 


15.9 


4 


57-90:91- 

■X i~\ A 1 f 1 

124:151- 

1 OA lOA 

184:23U-2o3 


1911 


KH-domain 


KH domain 


0.11 


13.4 


1 


63-115 


1913 


homeobox 


Homeobox domain 


0.0062 


9.0 


1 


289-348 


1913 


KNOX2 


KNOX2 domain 


1.7 


-3.9 




120-171 


1915 


RNA capsi 
d 


Calicivirus putative RNA 
polymerase/capsid 


1.9 


-101.3 


i 


618-819 


1916 


RNA capsi 
d 


Calicivirus putative RNA 
polymerase/capsid 


3.2 


-105.0 




618-801 


1917 


kinesin 


Kinesin motor domain 


7.7e-67 


235.5 




1-228 


1918 


zf-C4 


Zinc finger, C4 type (two 
domains) 


1.7e-08 


13.8 




151-192 


1921 


rnaseH 


RNaseH 


9.3e-14 


59.1 




31-167 


1924 


Ribosomal 
S8 


Ribosomal protein S8 


4.6e-34 


126.6 


1 


5-130 


1926 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-69 


244.7 

■ 


8 


184-206:212- 

234:240- 

262:268- 

290:296- 

318:324- 

346-352- 

374:380-402 


1926 


KRAB 


KRAB box 


1.3e-24 


95.2 


1 


8-48 


1926 


zf-BED 


BED zinc finger 


1.4 


0.2 


1 


197-235 


1926 


LIM 


LIM domain 


3.7 


-16.5 


1 


326-390 


1926 


TFIIS 


Transcription factor S-II 
(TFIIS) 


4.1 


-3.9 


1 


240-278 


1926 


zf-MIZ 


MIZ zinc finger 


9.9 


-21.4 


1 


197-251 


1927 


filament 


Intermediate filament protein 


4.7e-120 


412.3 


1 


110-423 
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1927 


AnfG_VnfG 


Vanadium/alternative 
nitrogenase delta 


7.4 


-61.9 


1 


232-316 


1927 


Transposase 
8 


Transposase 


8.5 


-18.0 


1 


273-361 


1928 


zf-C2H2 

* 


Zinc finger, C2H2 type 


2.4e-67 


237.1 


10 


199-227:282- 

304:310- 

332:338- 

360:Joo- 

388:394- 

416:422- 

444:450- 

472:478- 

500:506-528 


1928 


KRAB 


KRAB box 


6e-23 


89.7 


1 


39-79 


1928 


zf-BED 


BED zinc finger 


3.8 


-3.6 


2 


323-361:491- 
529 


1929 


zf-C2H2 

- 


Zinc finger, C2H2 type 


7.4e-155 

* 


527.9 


18 


178-200:206- 

228:234- 

256:262- 

284:290- 

312:318- 

340:346- 

368:374- 

396:402- 

424:430- 

452:458- 

480:486- 

508:514- 

536:542- 

jo4:d /U- 

620:626- 

O^rO.OJH— o / o 


1929 


KRAB 


KRAB box 


9.6e-28 


105.6 


1 


8-48 


1929 


Avirulence 


Xanthomonas avirulence 
protein, Avr/PthA 


1.7 


-167.6 


1 


235-616 


1929 


TFIIS 


Transcription factor S-II 
(TFIIS) 


3.2 


-3.0 


1 


318-356 


1929 


zf-MIZ 


MIZ zinc finger 


6.3 


-19.8 


1 


523-581 


1929 


zf-BED 


BED zinc finger 


9.4 


-7.1 


2 


359-397:611- 
649 


1930 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-95 


330.8 


14 


348-370:376- 

398:404- 

426:432- 

454:488- 

510:516- 

538:544- 

566:572- 

\J\J\J— 

622:628- 
650:656- 
678:712- 
734:740- 
762:768-790 


1930 


KRAB 


KRAB box 


2.4e-50 


180.7 


2 


13-53:110- 
150 


1930 


LIM 


LIM domain 


0.57 


-9.7 


1 


546-600 
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1930 



1930 



1932 



1932 



1933 



DM-doniain 



zf-BED 



zf-C2H2 



zf-TRAF 



zf-C2H2 



1933 
1933 



1933 



1933 



1933 



1936 



1937 



SCAN 
KRAB 



zf-BED 



DM DNA binding domain 



BED zinc finger 



Zinc finger, C2H2 type 



TRAF-type zinc finger 



7.6 



-12.2 



9.4 



-7.1 



2.2e-36 



134.3 



7.1 



-8.3 



Zinc finger, C2H2 type 



3.3e-117 | 402.8 



1 



SCAN dom ain 
KRAB box 



TFIIS 



Ribosomal 
L34e 



HLH 



zf-C2H2 



1937 
1937 



1937 



1937 
1937 



FYVE 



HNH 



TFIIS 



zf-BED 



LIM 



BED zinc fmger 



Transcription factor S-II 
(TFIIS) 



3.3e-53 
1.4e-17 



190.2 
71.8 



0.55 



3.8 



Ribosomal protein L34e 



Helix-loop-helix DNA- 
binding domain 



Zinc finger, C2H2 type 



2.7 



-2.3 



7.4 



-37.6 



2.6e-21 



84.2 



l.le-159 543.8 



14 



1 



1 



1 



21 



FYVE zinc finger 



HNH endonuclease 



Transcription factor S-II 
(TFIIS) 



BED zinc finger 



LIM domain 



2.5 



-20.3 



3.5 



3.7 



-3.8 



6.7 



-5.8 



8.5 



-19.5 



1 



1 



1 



598-648 



501-539:585- 
623 



63-85:91- 

113:119- 

141:147- 

169:177- 

199:213-235 



113-163 



368-390:396- 

418:424- 

446:452- 

474:480- 

502:508- 

530:536- 

558:564- 

586:592- 

614:620- 

642:648- 

670:676- 

698:704- 

726:732-754 



43-138 
170-210 



577-615 



368-406 



362-446 



67-118 



190-212:218- 

240:246- 

268:274- 

296:302- 

324:330- 

352:358- 

380:386- 

408:414- 

436:442- 

464:470- 

492:498- 

520:526- 

548:554- 

576:582- 

604:610- 

632:638- 

660:666- 

688:694- 

716:722- 

744:750-772 



377-453 



330-383 



638-676 



371-409 



332-384 
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1938 


CUB 


CUB domain 


1.4e-38 


141.6 


2 


127-256:325- 
419 


1938 


sushi 


Sushi domain (SCR repeat) 


5.3e-16 


66.6 


2 


61-117:264- 

321 


1939 


sushi 


Sushi domain (SCR repeat) 


1.3e-09 


45.4 


1 


113-170 


1940 


MotAJBxb 
B 


MotA/TolQ/ExbB proton 
channel family 


1 /C 

1 .0 




i 
l 


59-174 


1941 


IBR 


IBR domain 


i Op 17 


71 S 




1969- 

2032:2054- 
2108 


1 941 


APC10 


Ananhase-Dromotine complex, 
subunit 10 


0.045 


-70.7 


1 


968-1150 


1941 


ICln channe 
1 


Nucleotide-sensitive chloride 
conductanc 


1.6 


-12.1 


1 


1435-1513 


1941 


Cullin 


Cullin family 


1.9 


-383.6 


1 


993-1782 


1941 


LIM 


LIM domain 


5 


-17.6 


1 


2065-2110 


1942 


Ribosomal 
S4 


Ribosomal protein S4/S9 N- 
terminal domai 


1.2e»26 


101.9 


1 


1-89 


1942 


S4 


S4 domain 


l.le-10 


48.9 


1 


90-137 
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PDB annotation 


REGULATION/DNA) YING- 
YANG 1; TRANSCRIPTION 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA- 
PROTEIN RECOGNITION, 3 
COMPLEX (TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING- 
YANG 1; TRANSCRIPTION 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA- 
PROTEIN RECOGNITION, 3 
COMPLEX (TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING- 
YANG 1; TRANSCRIPTION 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA- 
PROTEIN RECOGNITION, 3 
COMPLEX (TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING- 
YANG 1; TRANSCRIPTION 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 


Compound 


ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 
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qS>-<(£;wPhPhOPh 


COMPLEX (TKAJNSUKirilUJN 
REGULATION/DNA) YING- 
YANG 1; TRANSCRIPTION 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA- 
PROTEIN RECOGNITION, 3 
COMPLEX (TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TKAM S CKUf 1 1UJN 
REGULATION/DNA) YING- 
YANG 1; TRANSCRIPTION 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA- 
PROTEIN RECOGNITION, 3 
COMPLEX (TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (DNA-blJNUlJNvjr 
PROTEIN/DNA) FIVE- 
FINGER GLI; GLI, ZINC 
FINGER, COMPLEX (DNA- 


Compound 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


ZINC FINGER PROTEIN GLI1 ; 
CHAIN: A; DNA; CHAIN: C, D; 
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PDB annotation 


YANG 1; TRANSCRIP HON 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 

FINGER PROTEIN, DNA- 
PROTEIN RECOGNITION, 3 
COMPLEX (TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING- 
YANG 1; TRANSCRIPTION 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA- 
PROTEIN RECOGNITION, 3 
COMPLEX (TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING- 
YANG 1; TRANSCRIPTION 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA- 
PROTEIN RECOGNITION, 3 
COMPLEX (TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING- 
YANG 1; TRANSCRIPTION 
INITIATION, INITIATOR 
ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA- 


Compound 


INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YY1; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 
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FOLD 
score 
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0.99 


0.98 


0.98 


Verify 
score 
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PDB annotation 


PROTEIN RECOGNITION, J 
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